Table S1. GWAS summary sources
	Trait
	Source
	N case
	N control
	N 

	Disturbance of salivary secretion  
	GCST90478302
	6556 
	434802 
	441358 

	Gastroesophageal reflux disease 
	GCST90000514
	129080 
	473524 
	602604 

	Dental caries 
	GCST90436264
	3051
	398136
	401187

	Chronic sinusitis 
	GCST90044054
	1568 
	454780 
	456348 

	Chronic periodontitis 
	Finn 11 database
	5364
	288472
	293836

	Helicobacter pylori infection 
	GCST90006910
	NA
	NA
	8735 

	Genus Porphyromonas 
	GCST90429816
	NA
	NA
	610



Table S2. SNP heritability of Genomic-SEM phenotypes
	Phenotype
	NSNPs
	h2 (se)
	λGC
	Mean ChiSquare
	Intercept se
	Ratio se
	h2 Z

	Disturbance of salivary secretion 
	1173072
	0.0033 (0.0011)
	1.0335
	1.0366
	1.0084 (0.007)
	0.2286 (0.1909)
	3.08

	Gastroesophageal reflux disease 
	1010896
	0.0739 (0.0022)
	1.4539
	1.6885
	0.8089 (0.0113)
	-0.2776 (0.0164)
	33.6

	Dental caries 
	1173480
	0.0011 (0.0012)
	1.0141
	1.0157
	1.0069 (0.0063)
	0.4384 (0.4019)
	0.932

	Chronic sinusitis 
	1154917
	0.0016 (0.001)
	1.0168
	1.0143
	0.9998 (0.0063)
	-0.0127 (0.4373)
	1.58

	Chronic periodontitis 
	1160151
	0.0029 (0.0011)
	1.0503
	1.0465
	1.0193 (0.0076)
	0.4162 (0.1641)
	2.52

	Helicobacter pylori infection 
	1162709
	0.0804 (0.0502)
	1.0058
	1.009
	0.9951 (0.0069)
	-0.5425 (0.7703)
	1.6

	Genus Porphyromonas 
	1040020
	0.7935 (0.8203)
	1.003
	1.0072
	0.9975 (0.0071)
	-0.3452 (0.9753)
	0.967



Table S3. Genetic Correlations Between Halitosis
	
	Disturbance of salivary secretion 
	Gastroesophageal reflux disease 
	Dental caries 
	Chronic sinusitis 
	Chronic periodontitis 
	Helicobacter pylori infection 
	Genus Porphyromonas 

	Disturbance of salivary secretion 
	2 (0.0033)
	0.2496 (0.0668)
	0.3484 (0.4155)
	-0.2207 (0.3498)
	0.2027 (0.233)
	-0.2223 (0.3768)
	0.202 (0.4386)

	Gastroesophageal reflux disease 
	0.2496 (0.0668)
	2 (0.0739)
	0.8535 (0.1084)
	0.3495 (0.0945)
	0.3659 (0.0721)
	0.3885 (0.0865)
	-0.0135 (0.1057)

	Dental caries 
	0.3484 (0.4155)
	0.8535 (0.1084)
	2 (0.0011)
	0.3837 (0.7161)
	-0.3528 (0.4076)
	-0.3489 (0.5884)
	0.9892 (0.731)

	Chronic sinusitis 
	-0.2207 (0.3498)
	0.3495 (0.0945)
	0.3837 (0.7161)
	2 (0.0016)
	0.4268 (0.3475)
	0.9292 (0.4101)
	-0.1871 (0.5724)

	Chronic periodontitis 
	0.2027 (0.233)
	0.3659 (0.0721)
	-0.3528 (0.4076)
	0.4268 (0.3475)
	2 (0.0029)
	0.0986 (0.3843)
	-0.0453 (0.4767)

	Helicobacter pylori infection 
	-0.2223 (0.3768)
	0.3885 (0.0865)
	-0.3489 (0.5884)
	0.9292 (0.4101)
	0.0986 (0.3843)
	2 (0.0804)
	0.7648 (0.6009)

	Genus Porphyromonas 
	0.202 (0.4386)
	-0.0135 (0.1057)
	0.9892 (0.731)
	-0.1871 (0.5724)
	-0.0453 (0.4767)
	0.7648 (0.6009)
	2 (0.7935)



Table S4. Fit Indices for Genomic-SEM Model
	chisq
	df
	p_chisq
	AIC
	CFI
	SRMR

	10.2609876668079
	14
	0.742864185974655
	38.2609876668079
	1
	0.221114628606677


Abbreviations: chisq = Chi-Square Test Statistic, df = Degrees of Freedom, p_chisq = p-value for the Chi-Square Test, AIC = Akaike Information Criterion, CFI = Comparative Fit Index, SRMR = Standardized Root Mean Square Residual.

Table S5. Genomic-SEM Factor Loadings and Variance Estimates for Halitosis Traits
	lhs
	op
	rhs
	Unstandardized_Estimate
	Unstandardized_SE
	Standardized_Est
	Standardized_SE
	p_value

	F1
	=~
	Disturbance of salivary secretion 
	0.068
	0.034
	0.263
	0.133
	0.048

	F1
	=~
	Gastroesophageal reflux disease 
	0.319
	0.123
	0.878
	0.338
	0.009

	F1
	=~
	Dental caries 
	0.167
	0.069
	0.537
	0.223
	0.016

	F1
	=~
	Chronic sinusitis 
	0.166
	0.074
	0.452
	0.202
	0.026

	F1
	=~
	Chronic periodontitis 
	0.080
	0.033
	0.343
	0.143
	0.016

	F1
	=~
	Helicobacter pylori infection 
	0.078
	0.042
	0.227
	0.123
	0.064

	F1
	=~
	Genus Porphyromonas 
	0.030
	0.105
	0.034
	0.117
	0.774

	Disturbance of salivary secretion 
	~~
	Disturbance of salivary secretion 
	0.062
	0.021
	0.931
	0.319
	0.004

	Gastroesophageal reflux disease 
	~~
	Gastroesophageal reflux disease 
	0.030
	0.078
	0.229
	0.593
	0.700

	Dental caries 
	~~
	Dental caries 
	0.069
	0.060
	0.712
	0.625
	0.255

	Chronic sinusitis 
	~~
	Chronic sinusitis 
	0.107
	0.078
	0.796
	0.577
	0.168

	Chronic periodontitis 
	~~
	Chronic periodontitis 
	0.047
	0.020
	0.882
	0.381
	0.020

	Helicobacter pylori infection 
	~~
	Helicobacter pylori infection 
	0.112
	0.052
	0.948
	0.438
	0.030

	Genus Porphyromonas 
	~~
	Genus Porphyromonas 
	0.802
	0.821
	0.999
	1.022
	0.329


Abbreviations: lhs = Left-Hand Side (Predictor or Factor), op = Operator ("=~" denotes factor loadings, "~~" denotes residual variances), rhs = Right-Hand Side (Outcome or Observed Variable), Unstandardized_Estimate = Unstandardized Factor Loading or Variance Estimate, Unstandardized_SE = Standard Error of the Unstandardized Estimate, Standardized_Est = Standardized Factor Loading or Variance Estimate, Standardized_SE = Standard Error of the Standardized Estimate,

Table S6. Novel SNP Variants Identified by Genomic-SEM
	SNP
	CHR
	BP
	eaf
	effect_allele
	other_allele
	beta
	se
	pval
	N

	rs186621414
	1
	21701563
	0.0149105
	T
	C
	0.116
	0.017
	5.92E-12
	6192050

	rs17416739
	1
	56055848
	0.111332
	C
	T
	-0.058
	0.008
	2.58E-12
	6192050

	rs2060196
	2
	1955972
	0.260437
	T
	A
	0.264
	0.018
	4.15E-47
	6192050

	rs9882338
	3
	174063275
	0.0854871
	A
	G
	-0.063
	0.010
	3.22E-10
	6192050

	rs10001274
	4
	170471183
	0.199801
	T
	C
	0.037
	0.005
	1.59E-14
	6192050

	rs1422514
	4
	181571446
	0.298211
	G
	A
	-0.069
	0.010
	4.13E-13
	6192050

	rs7752901
	6
	96518248
	0.462227
	C
	T
	0.046
	0.005
	4.26E-18
	6192050

	rs17147245
	7
	124178659
	0.212724
	G
	C
	-0.685
	0.015
	1.00E-200
	6192050

	rs2439335
	8
	73589618
	0.120278
	G
	C
	0.070
	0.008
	1.52E-18
	6192050

	rs12338084
	9
	88275481
	0.239563
	C
	T
	0.056
	0.006
	3.69E-19
	6192050

	rs7909815
	10
	59379567
	0.205765
	T
	A
	-0.215
	0.012
	4.09E-69
	6192050

	rs12271161
	11
	116979911
	0.201789
	G
	A
	-0.058
	0.009
	1.00E-09
	6192050

	rs7958491
	12
	80777857
	0.0974155
	G
	A
	-0.055
	0.007
	4.55E-15
	6192050

	rs4882411
	12
	84617685
	0.300199
	A
	C
	-0.144
	0.013
	2.25E-27
	6192050

	rs2541978
	12
	127380244
	0.110338
	C
	T
	0.062224
	0.006685
	1.31E-20
	6192050

	rs7336916
	13
	54249153
	0.447316
	A
	G
	0.030849
	0.005609
	3.81E-08
	6192050

	rs9559161
	13
	108450954
	0.189861
	C
	A
	-0.68816
	0.013585
	1.00E-200
	6192050

	rs17117475
	14
	83306818
	0.120278
	A
	G
	0.089363
	0.011398
	4.49E-15
	6192050

	rs7168095
	15
	57779035
	0.250497
	C
	G
	-0.03372
	0.005612
	1.87E-09
	6192050

	rs12904518
	15
	74247944
	0.27336
	A
	C
	0.073086
	0.01176
	5.13E-10
	6192050

	rs1531683
	15
	84679158
	0.224652
	T
	C
	0.051237
	0.007629
	1.86E-11
	6192050

	rs236162
	20
	5916534
	0.177932
	C
	T
	0.041822
	0.005829
	7.22E-13
	6192050

	rs6044296
	20
	16746942
	0.302187
	A
	C
	0.583078
	0.013829
	1.00E-200
	6192050

	rs9625070
	22
	27082992
	0.120278
	C
	A
	0.116
	0.017
	5.92E-12
	6192050



Table S7. Risk locus Identified by Genomic-SEM
	Sequence
	Locus
	SNP
	chr
	pos
	p

	1
	1:56055848:C:T
	rs17416739
	1
	56055848
	5.91784369262e-12

	2
	2:1955972:A:T
	rs2060196
	2
	1955972
	2.58350636935e-12

	3
	3:174063275:A:G
	rs9882338
	3
	174063275
	4.151977793e-47

	4
	4:170471183:C:T
	rs10001274
	4
	170471183
	3.21777730357e-10

	5
	4:181571446:A:G
	rs1422514
	4
	181571446
	1.59159677924e-14

	6
	6:96518248:C:T
	rs7752901
	6
	96518248
	4.1338949004e-13

	7
	7:124178659:C:G
	rs17147245
	7
	124178659
	4.26115143258e-18

	8
	8:73589618:C:G
	rs2439335
	8
	73589618
	1e-200

	9
	9:88275481:C:T
	rs12338084
	9
	88275481
	1.51533905908e-18

	10
	10:59379567:A:T
	rs7909815
	10
	59379567
	3.6883578882e-19

	11
	11:116979911:A:G
	rs12271161
	11
	116979911
	4.0939612933e-69

	12
	12:80777857:A:G
	rs7958491
	12
	80777857
	1.00168563602e-09

	13
	12:84617685:A:C
	rs4882411
	12
	84617685
	4.55237790944e-15

	14
	12:127380244:C:T
	rs2541978
	12
	127380244
	2.25178823067e-27

	15
	13:54249153:A:G
	rs7336916
	13
	54249153
	1.31151361909e-20

	16
	13:108450954:A:C
	rs9559161
	13
	108450954
	3.80868210576e-08

	17
	14:83306818:A:G
	rs17117475
	14
	83306818
	1e-200

	18
	15:57779035:C:G
	rs7168095
	15
	57779035
	4.49350733441e-15

	19
	15:74247944:A:C
	rs12904518
	15
	74247944
	1.86724712984e-09

	20
	15:84679158:C:T
	rs1531683
	15
	84679158
	5.13313156063e-10

	21
	20:5916534:C:T
	rs236162
	20
	5916534
	1.86306508743e-11

	22
	20:16746942:A:C
	rs6044296
	20
	16746942
	7.22094442117e-13

	23
	22:27082992:A:C
	rs9625070
	22
	27082992
	1e-200




Table S8. Lead SNP Identified by Genomic-SEM
	Novel
	Lead SNP
	chr
	pos
	p
	Independent SNPs

	YES
	rs17416739
	1
	56055848
	5.91784369262e-12
	rs17416739

	YES
	rs2060196
	2
	1955972
	2.58350636935e-12
	rs2060196

	YES
	rs9882338
	3
	174063275
	4.151977793e-47
	rs9882338

	YES
	rs10001274
	4
	170471183
	3.21777730357e-10
	rs10001274

	YES
	rs1422514
	4
	181571446
	1.59159677924e-14
	rs1422514

	YES
	rs7752901
	6
	96518248
	4.1338949004e-13
	rs7752901

	YES
	rs17147245
	7
	124178659
	4.26115143258e-18
	rs17147245

	YES
	rs2439335
	8
	73589618
	1e-200
	rs2439335

	YES
	rs12338084
	9
	88275481
	1.51533905908e-18
	rs12338084

	YES
	rs7909815
	10
	59379567
	3.6883578882e-19
	rs7909815

	YES
	rs12271161
	11
	116979911
	4.0939612933e-69
	rs12271161

	YES
	rs7958491
	12
	80777857
	1.00168563602e-09
	rs7958491

	YES
	rs4882411
	12
	84617685
	4.55237790944e-15
	rs4882411

	YES
	rs2541978
	12
	127380244
	2.25178823067e-27
	rs2541978

	YES
	rs7336916
	13
	54249153
	1.31151361909e-20
	rs7336916

	YES
	rs9559161
	13
	108450954
	3.80868210576e-08
	rs9559161

	YES
	rs17117475
	14
	83306818
	1e-200
	rs17117475

	YES
	rs7168095
	15
	57779035
	4.49350733441e-15
	rs7168095

	YES
	rs12904518
	15
	74247944
	1.86724712984e-09
	rs12904518

	YES
	rs1531683
	15
	84679158
	5.13313156063e-10
	rs1531683

	YES
	rs236162
	20
	5916534
	1.86306508743e-11
	rs236162

	YES
	rs6044296
	20
	16746942
	7.22094442117e-13
	rs6044296

	YES
	rs9625070
	22
	27082992
	1e-200
	rs9625070




Table S9. GWAS Catalog annotation
	Lead SNP
	chr
	pos
	p
	Previous GWAS associations

	rs10001274
	4
	170471183
	3.21777730357e-10
	Supramarginal gyrus volume

	rs12271161
	11
	116979911
	4.0939612933e-69
	Non-accommodative esotropia, Medication use (thyroid preparations), Subjective well-being, Hypothyroidism, Proprotein convertase subtilisin/kexin type 7 levels, Serum albumin levels

	rs12904518
	15
	74247944
	1.86724712984e-09
	Angina pectoris, Angina pectoris, Insomnia, Coronary artery disease

	rs2060196
	2
	1955972
	2.58350636935e-12
	Type 2 diabetes (age of onset)

	rs4882411
	12
	84617685
	4.55237790944e-15
	Major depressive disorder, Insomnia, Insomnia, Depression, Depressive symptoms, Lifetime smoking index, Depressive symptoms (MTAG)

	rs7752901
	6
	96518248
	4.1338949004e-13
	Educational attainment (years of education), Educational attainment (years of education), Educational attainment

	rs9882338
	3
	174063275
	4.151977793e-47
	Health literacy



Table S10. MAGMA Risk Gene Annotation Using Genomic-SEM
	Gene
	chr
	start
	end
	Z
	P

	RBM5
	3
	50126341
	50156454
	2.3955
	0.0082993

	CTD-2330K9.3
	3
	49941278
	49954370
	2.2413
	0.012503

	MON1A
	3
	49946302
	49967606
	2.2384
	0.012598

	CDHR4
	3
	49828165
	49837268
	2.2198
	0.013216

	RBM6
	3
	49977440
	50137478
	2.208
	0.013622

	MST1
	3
	49721380
	49726934
	2.1994
	0.013926

	SEMA3F
	3
	50192478
	50226508
	2.1641
	0.015227

	GPX1
	3
	49394609
	49396033
	2.0599
	0.019705

	APEH
	3
	49711435
	49721396
	2.042
	0.020576

	TRAIP
	3
	49866034
	49894007
	2.042
	0.020577

	MST1R
	3
	49924435
	49941299
	2.0312
	0.021119

	CAMKV
	3
	49895421
	49907655
	2.0061
	0.022422

	BSN
	3
	49591922
	49708978
	1.9627
	0.024841

	TCTA
	3
	49449639
	49453908
	1.9423
	0.026053

	NICN1
	3
	49460379
	49466759
	1.9127
	0.027895

	HIST1H3B
	6
	26031817
	26032288
	1.7322
	0.041621

	RNF123
	3
	49726932
	49758962
	1.6882
	0.045689

	GNAT1
	3
	50229045
	50233949
	1.6644
	0.048012

	IP6K1
	3
	49761727
	49823975
	1.663
	0.04816



Table S11. Genetic associations with Halitosis in sCCA and FOCUS analysis
	Gene
	CHR
	Start position
	End position
	Heritability Squared
	TWAS Z
	TWAS FDR P
	FOCUS pip

	APOC3
	11
	116829705
	116829706
	0.115
	17.5712
	4.09e-69
	1



Table S12. Enriched Pathways by MsigDB
	Category
	GeneSet
	N_genes
	N_overlap
	p
	FDR P

	Curated_gene_sets
	REACTOME_SIGNALING_BY_MST1
	5
	2
	8.71E-06
	4.24E-02

	Curated_gene_sets
	BIOCARTA_MSP_PATHWAY
	6
	2
	1.31E-05
	4.24E-02

	Canonical_Pathways
	REACTOME_SIGNALING_BY_MST1
	5
	2
	8.71E-06
	2.02E-02

	Canonical_Pathways
	BIOCARTA_MSP_PATHWAY
	6
	2
	1.31E-05
	2.02E-02

	Reactome
	REACTOME_SIGNALING_BY_MST1
	5
	2
	8.71E-06
	1.44E-02

	TF_targets
	TCCCRNNRTGC_UNKNOWN
	211
	4
	4.23E-05
	4.72E-02

	GWAScatalog
	Extremely high intelligence
	72
	17
	2.03E-41
	8.98E-38

	GWAScatalog
	Sleep duration (short sleep)
	78
	16
	2.40E-37
	5.31E-34

	GWAScatalog
	Regular attendance at a gym or sports club
	30
	13
	1.83E-34
	2.70E-31

	GWAScatalog
	Subcortical volume (min-P)
	308
	17
	5.36E-30
	5.93E-27

	GWAScatalog
	Regular attendance at a religious group
	63
	13
	1.59E-29
	1.40E-26

	GWAScatalog
	Brain morphology (min-P)
	345
	17
	3.86E-29
	2.85E-26

	GWAScatalog
	Cortical surface area (MOSTest)
	401
	17
	5.26E-28
	3.32E-25

	GWAScatalog
	Subcortical volume (MOSTest)
	522
	17
	5.01E-26
	2.77E-23

	GWAScatalog
	Brain morphology (MOSTest)
	1049
	17
	7.92E-21
	3.89E-18

	GWAScatalog
	Household income (MTAG)
	131
	10
	8.24E-18
	3.65E-15

	GWAScatalog
	Intelligence (MTAG)
	214
	9
	1.25E-13
	5.02E-11

	GWAScatalog
	Age at first birth
	72
	7
	2.83E-13
	1.04E-10

	GWAScatalog
	General cognitive ability
	163
	8
	1.12E-12
	3.83E-10

	GWAScatalog
	Refractive error
	1391
	13
	1.19E-11
	3.48E-09

	GWAScatalog
	Ulcerative colitis
	357
	9
	1.26E-11
	3.48E-09

	GWAScatalog
	Body mass index
	1052
	12
	1.26E-11
	3.48E-09

	GWAScatalog
	Inflammatory bowel disease
	605
	9
	1.35E-09
	3.52E-07

	GWAScatalog
	Morning person
	182
	6
	1.31E-08
	3.21E-06

	GWAScatalog
	Multisite chronic pain
	50
	4
	1.34E-07
	3.11E-05

	GWAScatalog
	Crohn's disease
	528
	7
	3.30E-07
	7.31E-05

	GWAScatalog
	Depressive symptoms (binary sum-score)
	16
	3
	4.14E-07
	8.73E-05

	GWAScatalog
	Mood instability
	52
	3
	1.60E-05
	0.003216562

	GWAScatalog
	Cognitive function
	63
	3
	2.85E-05
	0.005492047

	Positional_gene_sets
	chr3p21
	198
	17
	2.28E-33
	6.84E-31

	BioCarta
	BIOCARTA_MSP_PATHWAY
	6
	2
	1.31E-05
	0.003812005

	Curated_gene_sets
	REACTOME_SIGNALING_BY_MST1
	5
	2
	8.71E-06
	4.24E-02








Table S13. Enriched Cell Types in GWAS for Halitosis
	Name
	Coefficient
	SE
	P

	Brain_Non-Myeloid_neuron
	3.56E-11
	1.80E-11
	0.024042

	Trachea_blood_cell
	6.52E-11
	3.67E-11
	0.037721

	Lung_T_cell
	5.15E-11
	3.63E-11
	0.077859

	Brain_Non-Myeloid_oligodendrocyte
	2.81E-11
	2.04E-11
	0.083759

	Marrow_hematopoietic_precursor_cell
	3.39E-11
	2.57E-11
	0.093154

	Limb_Muscle_T_cell
	9.54E-11
	8.02E-11
	0.117108

	Heart_cardiac_muscle_cell
	2.88E-11
	2.57E-11
	0.131369

	Pancreas_pancreatic_A_cell
	1.58E-11
	1.93E-11
	0.205998

	Liver_B_cell
	2.58E-11
	3.24E-11
	0.212764

	Spleen_macrophage
	4.25E-11
	5.39E-11
	0.215216

	Marrow_mature_natural_killer_cell
	2.97E-11
	3.90E-11
	0.222913

	Heart_smooth_muscle_cell
	1.80E-11
	2.54E-11
	0.239155

	Pancreas_pancreatic_acinar_cell
	2.04E-11
	2.99E-11
	0.247277

	Pancreas_pancreatic_D_cell
	1.26E-11
	1.87E-11
	0.250693

	Heart_erythrocyte
	1.35E-11
	2.02E-11
	0.251927

	Limb_Muscle_skeletal_muscle_satellite_cell
	1.65E-11
	2.51E-11
	0.256224

	Marrow_common_lymphoid_progenitor
	1.59E-11
	2.57E-11
	0.267213

	Lung_classical_monocyte
	4.91E-11
	8.06E-11
	0.271299

	Marrow_megakaryocyte-erythroid_progenitor_cell
	1.69E-11
	2.95E-11
	0.283014

	Kidney_epithelial_cell_of_proximal_tubule
	1.47E-11
	2.85E-11
	0.302266

	Fat_natural_killer_cell
	2.29E-11
	4.54E-11
	0.306858

	Brain_Myeloid_macrophage
	4.62E-11
	9.21E-11
	0.308035

	Liver_endothelial_cell_of_hepatic_sinusoid
	1.21E-11
	2.54E-11
	0.316476

	Liver_Kupffer_cell
	2.33E-11
	5.20E-11
	0.32722

	Liver_natural_killer_cell
	1.41E-11
	3.37E-11
	0.338239

	Brain_Myeloid_microglial_cell
	2.17E-11
	5.30E-11
	0.34114

	Brain_Non-Myeloid_oligodendrocyte_precursor_cell
	7.02E-12
	1.74E-11
	0.342945

	Limb_Muscle_skeletal_muscle_satellite_stem_cell
	1.17E-11
	3.17E-11
	0.355726

	Brain_Non-Myeloid_astrocyte
	5.45E-12
	1.71E-11
	0.375164

	Limb_Muscle_lymphocyte
	1.15E-11
	3.73E-11
	0.379079

	Marrow_Slamf1-negative_multipotent_progenitor_cell
	7.30E-12
	2.45E-11
	0.382776

	Marrow_B_cell
	1.09E-11
	3.88E-11
	0.389047

	Thymus_DN1_thymic_pro-T_cell
	1.29E-11
	5.65E-11
	0.409663

	Pancreas_type_B_pancreatic_cell
	3.88E-12
	1.87E-11
	0.4181

	Thymus_leukocyte
	7.18E-12
	3.52E-11
	0.419121

	Mammary_Gland_basal_cell
	4.22E-12
	2.08E-11
	0.419768

	Marrow_naive_B_cell
	5.88E-12
	3.35E-11
	0.430382

	Brain_Non-Myeloid_Bergmann_glial_cell
	3.07E-12
	1.91E-11
	0.436254

	Lung_leukocyte
	5.14E-12
	3.38E-11
	0.439492

	Lung_B_cell
	4.90E-12
	3.50E-11
	0.444405

	Marrow_monocyte
	3.95E-12
	3.64E-11
	0.456742

	Marrow_macrophage
	3.09E-12
	2.87E-11
	0.457258

	Marrow_basophil
	3.32E-12
	3.37E-11
	0.460838

	Marrow_granulocytopoietic_cell
	1.85E-12
	2.64E-11
	0.472058

	Fat_T_cell
	2.54E-12
	3.64E-11
	0.472184

	Marrow_immature_NK_T_cell
	1.82E-12
	4.02E-11
	0.481886

	Lung_unknown_cell_type
	9.23E-13
	4.98E-11
	0.492606

	Marrow_granulocyte
	-1.24E-12
	2.47E-11
	0.519976

	Pancreas_pancreatic_PP_cell
	-1.68E-12
	2.17E-11
	0.53094

	Marrow_immature_natural_killer_cell
	-3.87E-12
	4.47E-11
	0.534485

	Marrow_precursor_B_cell
	-3.58E-12
	2.86E-11
	0.54984

	Marrow_Slamf1-positive_multipotent_progenitor_cell
	-3.49E-12
	2.72E-11
	0.551069

	Lung_natural_killer_cell
	-6.03E-12
	4.69E-11
	0.551143

	Marrow_immature_T_cell
	-5.14E-12
	3.96E-11
	0.551648

	Lung_monocyte
	-6.57E-12
	3.21E-11
	0.581176

	Lung_myeloid_cell
	-8.95E-12
	3.70E-11
	0.595659

	Spleen_B_cell
	-8.61E-12
	3.20E-11
	0.606194

	Brain_Non-Myeloid_brain_pericyte
	-6.98E-12
	2.41E-11
	0.613939

	Marrow_pre-natural_killer_cell
	-9.67E-12
	3.14E-11
	0.621024

	Skin_basal_cell_of_epidermis
	-9.06E-12
	2.71E-11
	0.631084

	Skin_leukocyte
	-1.67E-11
	4.15E-11
	0.656209

	Fat_unknown_cell_type
	-1.18E-11
	2.70E-11
	0.669111

	Pancreas_pancreatic_ductal_cell
	-1.07E-11
	2.20E-11
	0.686427

	Liver_hepatocyte
	-1.34E-11
	2.76E-11
	0.686681

	Large_Intestine_large_intestine_goblet_cell
	-1.36E-11
	2.60E-11
	0.699613

	Large_Intestine_enterocyte_of_epithelium_of_large_intestine
	-1.19E-11
	2.13E-11
	0.71128

	Heart_leukocyte
	-1.58E-11
	2.80E-11
	0.713869

	Marrow_immature_B_cell
	-1.55E-11
	2.70E-11
	0.716449

	Limb_Muscle_macrophage
	-1.98E-11
	3.45E-11
	0.716764

	Bladder_bladder_urothelial_cell
	-1.72E-11
	2.77E-11
	0.733163

	Pancreas_endothelial_cell
	-1.73E-11
	2.75E-11
	0.735853

	Mammary_Gland_luminal_epithelial_cell_of_mammary_gland
	-1.61E-11
	2.47E-11
	0.741773

	Fat_B_cell
	-2.17E-11
	3.29E-11
	0.744866

	Heart_unknown_cell_type
	-1.93E-11
	2.94E-11
	0.744884

	Spleen_T_cell
	-2.23E-11
	3.32E-11
	0.749234

	Marrow_regulatory_T_cell
	-3.20E-11
	4.72E-11
	0.751083

	Marrow_granulocyte_monocyte_progenitor_cell
	-1.98E-11
	2.92E-11
	0.751677

	Thymus_immature_T_cell
	-2.21E-11
	3.12E-11
	0.760433

	Pancreas_leukocyte
	-2.53E-11
	3.48E-11
	0.766214

	Marrow_late_pro-B_cell
	-1.92E-11
	2.59E-11
	0.77142

	Tongue_keratinocyte
	-1.95E-11
	2.60E-11
	0.77337

	Heart_professional_antigen_presenting_cell
	-1.92E-11
	2.45E-11
	0.783105

	Limb_Muscle_B_cell
	-2.88E-11
	3.61E-11
	0.787169

	Pancreas_pancreatic_stellate_cell
	-2.15E-11
	2.70E-11
	0.78775

	Fat_myeloid_cell
	-2.23E-11
	2.75E-11
	0.790735

	Large_Intestine_enteroendocrine_cell
	-1.86E-11
	2.25E-11
	0.795923

	Kidney_endothelial_cell
	-2.77E-11
	3.11E-11
	0.813386

	Mammary_Gland_endothelial_cell
	-3.41E-11
	3.76E-11
	0.817673

	Kidney_leukocyte
	-3.55E-11
	3.80E-11
	0.824714

	Tongue_basal_cell_of_epidermis
	-2.33E-11
	2.43E-11
	0.830636

	Heart_myofibroblast_cell
	-2.66E-11
	2.68E-11
	0.838945

	Skin_epidermal_cell
	-2.79E-11
	2.66E-11
	0.852278

	Large_Intestine_epithelial_cell_of_large_intestine
	-2.38E-11
	2.27E-11
	0.852837

	Skin_stem_cell_of_epidermis
	-3.11E-11
	2.84E-11
	0.86367

	Kidney_macrophage
	-4.37E-11
	3.80E-11
	0.875087

	Heart_endothelial_cell
	-3.08E-11
	2.52E-11
	0.889235

	Lung_ciliated_columnar_cell_of_tracheobronchial_tree
	-2.95E-11
	2.33E-11
	0.897069

	Trachea_epithelial_cell
	-3.21E-11
	2.46E-11
	0.903835

	Bladder_bladder_cell
	-2.64E-11
	2.01E-11
	0.90544

	Lung_stromal_cell
	-2.60E-11
	1.90E-11
	0.913812

	Skin_keratinocyte_stem_cell
	-2.97E-11
	2.15E-11
	0.916148

	Large_Intestine_Brush_cell_of_epithelium_proper_of_large_intestine
	-3.45E-11
	2.27E-11
	0.936197

	Trachea_endothelial_cell
	-4.72E-11
	2.81E-11
	0.953475

	Heart_endocardial_cell
	-4.45E-11
	2.49E-11
	0.963084

	Trachea_mesenchymal_cell
	-3.80E-11
	2.12E-11
	0.963973

	Lung_lung_endothelial_cell
	-4.83E-11
	2.66E-11
	0.965234

	Limb_Muscle_endothelial_cell
	-5.12E-11
	2.79E-11
	0.966604

	Kidney_kidney_collecting_duct_epithelial_cell
	-6.16E-11
	2.99E-11
	0.980443

	Fat_endothelial_cell
	-5.86E-11
	2.61E-11
	0.987604

	Fat_mesenchymal_stem_cell_of_adipose
	-5.10E-11
	2.15E-11
	0.991196

	Limb_Muscle_mesenchymal_stem_cell
	-5.12E-11
	2.14E-11
	0.991695

	Brain_Non-Myeloid_endothelial_cell
	-5.71E-11
	2.30E-11
	0.993575

	Mammary_Gland_stromal_cell
	-6.05E-11
	2.30E-11
	0.99569

	Heart_fibroblast
	-5.82E-11
	2.09E-11
	0.99733

	Lung_epithelial_cell_of_lung
	-8.51E-11
	2.34E-11
	0.999865













Table S14. Heritability Enrichment Across Genomic Functional and Regulatory Regions
	Category
	Enrichment
	Coefficient
	Coefficient_std_error
	Coefficient_z-score
	Enrichment FDR P

	baseL2_0
	1.00E+00
	5.61E-11
	4.45E-11
	1.26E+00
	NA

	Conserved_LindbladToh.bedL2_0
	1.66E+01
	1.95E-09
	2.56E-10
	7.62E+00
	1.93E-11

	DHS_Trynka.extend.500.bedL2_0
	1.99E+00
	3.40E-10
	9.28E-11
	3.67E+00
	3.24E-07

	Conserved_LindbladToh.extend.500.bedL2_0
	1.95E+00
	-1.80E-11
	4.62E-11
	-3.90E-01
	2.47E-05

	H3K4me1_Trynka.extend.500.bedL2_0
	1.41E+00
	3.14E-11
	9.75E-11
	3.22E-01
	3.22E-04

	Intron_UCSC.extend.500.bedL2_0
	1.24E+00
	3.06E-10
	1.05E-09
	2.90E-01
	1.28E-03

	Repressed_Hoffman.extend.500.bedL2_0
	8.37E-01
	1.07E-12
	6.24E-11
	1.72E-02
	1.28E-03

	H3K4me1_peaks_Trynka.bedL2_0
	3.18E+00
	2.46E-10
	1.42E-10
	1.73E+00
	2.54E-03

	H3K4me1_Trynka.bedL2_0
	1.80E+00
	4.48E-11
	1.45E-10
	3.09E-01
	9.84E-03

	H3K9ac_Trynka.extend.500.bedL2_0
	1.80E+00
	7.25E-12
	1.02E-10
	7.08E-02
	9.84E-03

	H3K9ac_peaks_Trynka.bedL2_0
	5.70E+00
	6.51E-10
	2.85E-10
	2.29E+00
	2.47E-02

	H3K4me3_Trynka.extend.500.bedL2_0
	1.53E+00
	-4.11E-11
	8.20E-11
	-5.01E-01
	2.82E-02

	H3K27ac_PGC2.bedL2_0
	1.68E+00
	3.54E-10
	1.69E-10
	2.09E+00
	2.96E-02

	FetalDHS_Trynka.extend.500.bedL2_0
	2.06E+00
	-1.44E-10
	1.21E-10
	-1.18E+00
	2.96E-02

	TSS_Hoffman.extend.500.bedL2_0
	3.18E+00
	4.12E-10
	3.29E-10
	1.25E+00
	3.08E-02

	WeakEnhancer_Hoffman.extend.500.bedL2_0
	2.71E+00
	9.38E-11
	1.70E-10
	5.53E-01
	3.20E-02

	H3K9ac_Trynka.bedL2_0
	2.40E+00
	-1.04E-10
	1.48E-10
	-7.05E-01
	4.28E-02

	FetalDHS_Trynka.bedL2_0
	4.06E+00
	4.98E-10
	2.19E-10
	2.28E+00
	4.94E-02

	H3K4me3_Trynka.bedL2_0
	2.21E+00
	1.86E-10
	1.30E-10
	1.43E+00
	1.25E-01

	SuperEnhancer_Hnisz.extend.500.bedL2_0
	1.37E+00
	6.89E-10
	9.97E-10
	6.91E-01
	1.34E-01

	H3K27ac_Hnisz.bedL2_0
	1.17E+00
	1.75E-10
	1.78E-10
	9.83E-01
	1.48E-01

	SuperEnhancer_Hnisz.bedL2_0
	1.29E+00
	-7.05E-10
	9.97E-10
	-7.07E-01
	1.49E-01

	Enhancer_Andersson.extend.500.bedL2_0
	3.45E+00
	2.53E-10
	2.79E-10
	9.09E-01
	2.30E-01

	UTR_3_UCSC.extend.500.bedL2_0
	2.35E+00
	-2.04E-10
	3.09E-10
	-6.60E-01
	2.98E-01

	Enhancer_Hoffman.extend.500.bedL2_0
	2.42E+00
	1.93E-10
	4.11E-10
	4.68E-01
	2.98E-01

	Promoter_UCSC.bedL2_0
	-1.70E+00
	-1.89E-09
	1.31E-09
	-1.44E+00
	2.98E-01

	Intron_UCSC.bedL2_0
	1.17E+00
	-2.90E-10
	1.06E-09
	-2.74E-01
	2.98E-01

	Repressed_Hoffman.bedL2_0
	7.17E-01
	-3.47E-11
	6.16E-11
	-5.63E-01
	0.320471901

	UTR_3_UCSC.bedL2_0
	7.19E+00
	1.48E-09
	1.28E-09
	1.16E+00
	0.384397571

	WeakEnhancer_Hoffman.bedL2_0
	3.63E+00
	6.21E-11
	3.54E-10
	1.75E-01
	4.03E-01

	DHS_Trynka.bedL2_0
	2.05E+00
	-1.99E-10
	2.15E-10
	-9.23E-01
	0.472263354

	TFBS_ENCODE.extend.500.bedL2_0
	1.26E+00
	-2.40E-11
	1.29E-10
	-0.18618618
	0.511597074

	DHS_peaks_Trynka.bedL2_0
	2.09E+00
	-1.41E-10
	2.39E-10
	-0.589972393
	0.650592311

	Coding_UCSC.bedL2_0
	2.69E+00
	-1.14E-09
	9.37E-10
	-1.2159872
	0.650592311

	PromoterFlanking_Hoffman.extend.500.bedL2_0
	1.72E+00
	9.26E-12
	2.01E-10
	0.045988633
	0.739443336

	H3K27ac_PGC2.extend.500.bedL2_0
	8.98E-01
	-4.23E-10
	1.66E-10
	-2.55337151
	0.739443336

	H3K4me3_peaks_Trynka.bedL2_0
	-2.21E-01
	-6.03E-10
	2.51E-10
	-2.40233303
	0.739443336

	UTR_5_UCSC.extend.500.bedL2_0
	2.44E-01
	-3.23E-11
	1.97E-10
	-0.163641105
	0.739443336

	Transcribed_Hoffman.extend.500.bedL2_0
	1.04E+00
	2.60E-11
	5.04E-11
	0.515852607
	0.76132754

	CTCF_Hoffman.extend.500.bedL2_0
	5.06E-01
	-9.67E-11
	1.73E-10
	-0.558234397
	0.76132754

	Transcribed_Hoffman.bedL2_0
	1.14E+00
	-1.52E-11
	7.29E-11
	-0.207973905
	0.76132754

	DGF_ENCODE.extend.500.bedL2_0
	1.07E+00
	-1.75E-10
	6.94E-11
	-2.518167689
	0.7940708

	TSS_Hoffman.bedL2_0
	1.97E+00
	-2.64E-10
	4.58E-10
	-0.576552524
	0.832387655

	Enhancer_Hoffman.bedL2_0
	1.64E+00
	-2.82E-10
	4.76E-10
	-0.592328403
	0.84904135

	Promoter_UCSC.extend.500.bedL2_0
	1.12E+00
	1.44E-09
	1.11E-09
	1.296793952
	0.919682504

	CTCF_Hoffman.bedL2_0
	4.72E-01
	-2.43E-11
	3.21E-10
	-0.075790997
	0.919682504

	H3K27ac_Hnisz.extend.500.bedL2_0
	1.03E+00
	-2.38E-10
	1.86E-10
	-1.283012409
	0.919682504

	DGF_ENCODE.bedL2_0
	1.23E+00
	-2.89E-11
	1.80E-10
	-0.160396703
	0.919682504

	PromoterFlanking_Hoffman.bedL2_0
	9.66E-02
	-3.61E-10
	5.67E-10
	-0.635582905
	0.919682504

	UTR_5_UCSC.bedL2_0
	1.31E+00
	2.23E-10
	6.63E-10
	0.33693156
	0.969954733

	Coding_UCSC.extend.500.bedL2_0
	1.07E+00
	-7.14E-12
	1.16E-10
	-0.061282139
	0.969954733

	Enhancer_Andersson.bedL2_0
	1.26E+00
	-4.09E-10
	6.28E-10
	-0.651398433
	0.969954733

	TFBS_ENCODE.bedL2_0
	1.02E+00
	-1.26E-10
	3.24E-10
	-0.387467894
	0.992946136






Table S15. Correlation and Causal Inference with External Traits via Mendelian Randomization

	Exposure
	MR Method
	OR
	95% CI
	P value
	Heterogeneity P value
	Pleiotropy P value

	Age at first birth
	Inverse variance weighted
	0.981
	0.972 - 0.989
	0.00E+00
	1.00 
	0.106

	Age at first birth
	MR Egger
	0.958
	0.912 - 1.006
	1.00E-01
	1.00 
	0.106

	Age at first birth
	Weighted median
	0.984
	0.973 - 0.995
	5.00E-03
	
	0.106

	Age at first birth
	Inverse variance weighted
	0.972
	0.961 - 0.983
	0.00E+00
	1.00 
	0.102

	Age at first birth
	MR Egger
	0.932
	0.856 - 1.015
	1.24E-01
	1.00 
	0.102

	Age at first birth
	Weighted median
	0.975
	0.961 - 0.990
	1.00E-03
	
	0.102

	Age at first live birth
	Inverse variance weighted
	0.907
	0.869 - 0.946
	0.00E+00
	1.00 
	0.053

	Age at first live birth
	MR Egger
	0.738
	0.518 - 1.052
	1.14E-01
	1.00 
	0.053

	Age at first live birth
	Weighted median
	0.915
	0.863 - 0.969
	2.00E-03
	
	0.053

	Age at first sexual intercourse
	Inverse variance weighted
	0.967
	0.942 - 0.992
	9.00E-03
	0.94 
	0.684

	Age at first sexual intercourse
	MR Egger
	0.952
	0.839 - 1.081
	4.61E-01
	0.93 
	0.684

	Age at first sexual intercourse
	Weighted median
	0.969
	0.936 - 1.004
	8.20E-02
	
	0.684

	Age at first sexual intercourse
	Inverse variance weighted
	0.938
	0.917 - 0.959
	0.00E+00
	0.93 
	0.106

	Age at first sexual intercourse
	MR Egger
	0.882
	0.774 - 1.005
	6.40E-02
	0.95 
	0.106

	Age at first sexual intercourse
	Weighted median
	0.950
	0.920 - 0.980
	1.00E-03
	
	0.106

	Age completed full time education
	Inverse variance weighted
	0.905
	0.838 - 0.977
	1.00E-02
	1.00 
	0.158

	Age completed full time education
	MR Egger
	0.575
	0.201 - 1.642
	3.49E-01
	1.00 
	0.158

	Age completed full time education
	Weighted median
	0.915
	0.831 - 1.007
	6.80E-02
	
	0.158

	Age completed full time education
	Inverse variance weighted
	0.881
	0.830 - 0.936
	0.00E+00
	1.00 
	0.430

	Age completed full time education
	MR Egger
	0.788
	0.487 - 1.275
	3.49E-01
	1.00 
	0.430

	Age completed full time education
	Weighted median
	0.898
	0.830 - 0.971
	7.00E-03
	
	0.430

	Age first had sexual intercourse
	Inverse variance weighted
	0.947
	0.931 - 0.963
	0.00E+00
	0.99 
	0.445

	Age first had sexual intercourse
	MR Egger
	0.927
	0.841 - 1.022
	1.30E-01
	0.99 
	0.445

	Age first had sexual intercourse
	Weighted median
	0.956
	0.932 - 0.980
	0.00E+00
	
	0.445

	Age when periods started (menarche)
	Inverse variance weighted
	0.984
	0.973 - 0.995
	5.00E-03
	1.00 
	0.813

	Age when periods started (menarche)
	MR Egger
	0.987
	0.944 - 1.031
	5.54E-01
	1.00 
	0.813

	Age when periods started (menarche)
	Weighted median
	0.984
	0.969 - 1.000
	4.50E-02
	
	0.813

	Appendicular lean mass
	Inverse variance weighted
	0.994
	0.988 - 0.999
	3.10E-02
	1.00 
	0.314

	Appendicular lean mass
	MR Egger
	0.998
	0.982 - 1.014
	8.08E-01
	1.00 
	0.314

	Appendicular lean mass
	Weighted median
	0.995
	0.986 - 1.003
	2.18E-01
	
	0.314

	Arm fat mass (left)
	Inverse variance weighted
	1.036
	1.025 - 1.048
	0
	1.00 
	0.875

	Arm fat mass (left)
	MR Egger
	1.034
	0.989 - 1.081
	0.139
	1.00 
	0.875

	Arm fat mass (left)
	Weighted median
	1.030
	1.015 - 1.046
	0
	
	0.875

	Arm fat mass (right)
	Inverse variance weighted
	1.035
	1.023 - 1.046
	0
	1.00 
	0.493

	Arm fat mass (right)
	MR Egger
	1.025
	0.980 - 1.073
	0.277
	1.00 
	0.493

	Arm fat mass (right)
	Weighted median
	1.026
	1.010 - 1.043
	0.001
	
	0.493

	Arm fat percentage (left)
	Inverse variance weighted
	1.044
	1.029 - 1.060
	0
	1.00 
	0.130

	Arm fat percentage (left)
	MR Egger
	1.022
	0.971 - 1.075
	0.408
	1.00 
	0.130

	Arm fat percentage (left)
	Weighted median
	1.033
	1.010 - 1.056
	0.005
	
	0.130

	Arm fat-free mass (left)
	Inverse variance weighted
	1.014
	1.004 - 1.025
	0.005
	1.00 
	0.064

	Arm fat-free mass (left)
	MR Egger
	1.001
	0.975 - 1.028
	0.933
	1.00 
	0.064

	Arm fat-free mass (left)
	Weighted median
	1.010
	0.994 - 1.027
	0.231
	
	0.064

	Arm predicted mass (left)
	Inverse variance weighted
	1.014
	1.004 - 1.025
	0.007
	1.00 
	0.058

	Arm predicted mass (left)
	MR Egger
	1.001
	0.974 - 1.028
	0.967
	1.00 
	0.058

	Arm predicted mass (left)
	Weighted median
	1.010
	0.993 - 1.028
	0.262
	
	0.058

	Average total household income before tax
	Inverse variance weighted
	0.926
	0.890 - 0.963
	0
	0.99 
	0.926

	Average total household income before tax
	MR Egger
	0.932
	0.724 - 1.199
	0.592
	0.99 
	0.926

	Average total household income before tax
	Weighted median
	0.950
	0.900 - 1.003
	0.063
	
	0.926

	Barrett's esophagus
	Inverse variance weighted
	1.008
	1.001 - 1.015
	0.022
	0.67 
	0.391

	Barrett's esophagus
	MR Egger
	1.022
	0.967 - 1.080
	0.446
	0.67 
	0.391

	Barrett's esophagus
	Weighted median
	1.007
	0.997 - 1.017
	0.175
	
	0.391

	Body mass index
	Inverse variance weighted
	1.025
	1.014 - 1.036
	0
	1.00 
	0.054

	Body mass index
	MR Egger
	1.008
	0.978 - 1.040
	0.602
	1.00 
	0.054

	Body mass index
	Weighted median
	1.020
	1.004 - 1.037
	0.016
	
	0.054

	Body mass index
	Inverse variance weighted
	1.020
	1.007 - 1.034
	0.003
	0.83 
	0.466

	Body mass index
	MR Egger
	1.011
	0.964 - 1.059
	0.664
	0.82 
	0.466

	Body mass index
	Weighted median
	1.013
	0.994 - 1.033
	0.178
	
	0.466

	Body mass index
	Inverse variance weighted
	1.024
	1.013 - 1.034
	0
	1.00 
	0.161

	Body mass index
	MR Egger
	1.011
	0.978 - 1.044
	0.52
	1.00 
	0.161

	Body mass index
	Weighted median
	1.017
	1.003 - 1.032
	0.017
	
	0.161

	Body mass index
	Inverse variance weighted
	1.020
	1.004 - 1.037
	0.016
	0.96 
	0.627

	Body mass index
	MR Egger
	1.033
	0.944 - 1.130
	0.495
	0.95 
	0.627

	Body mass index
	Weighted median
	1.013
	0.991 - 1.035
	0.244
	
	0.627

	Body mass index
	Inverse variance weighted
	1.024
	1.006 - 1.042
	0.01
	1.00 
	0.479

	Body mass index
	MR Egger
	1.004
	0.914 - 1.102
	0.937
	1.00 
	0.479

	Body mass index
	Weighted median
	1.025
	1.002 - 1.048
	0.031
	
	0.479

	Body mass index
	Inverse variance weighted
	1.028
	1.016 - 1.040
	0
	1.00 
	0.165

	Body mass index
	MR Egger
	1.013
	0.977 - 1.051
	0.48
	1.00 
	0.165

	Body mass index
	Weighted median
	1.023
	1.006 - 1.040
	0.008
	
	0.165

	Body mass index
	Inverse variance weighted
	1.006
	1.003 - 1.009
	0.001
	1.00 
	0.446

	Body mass index
	MR Egger
	1.004
	0.994 - 1.014
	0.479
	1.00 
	0.446

	Body mass index
	Weighted median
	1.005
	1.001 - 1.009
	0.028
	
	0.446

	Body mass index (BMI)
	Inverse variance weighted
	1.040
	1.028 - 1.053
	0
	1.00 
	0.105

	Body mass index (BMI)
	MR Egger
	1.018
	0.971 - 1.067
	0.47
	1.00 
	0.105

	Body mass index (BMI)
	Weighted median
	1.033
	1.015 - 1.051
	0
	
	0.105

	Cereal intake
	Inverse variance weighted
	0.956
	0.919 - 0.993
	0.022
	0.96 
	0.516

	Cereal intake
	MR Egger
	0.991
	0.819 - 1.198
	0.924
	0.95 
	0.516

	Cereal intake
	Weighted median
	0.971
	0.922 - 1.022
	0.254
	
	0.516

	Childhood body mass index
	Inverse variance weighted
	1.017
	1.004 - 1.031
	0.009
	1.00 
	0.669

	Childhood body mass index
	MR Egger
	1.026
	0.956 - 1.102
	0.497
	1.00 
	0.669

	Childhood body mass index
	Weighted median
	1.015
	0.999 - 1.031
	0.071
	
	0.669

	Cognitive performance
	Inverse variance weighted
	0.973
	0.961 - 0.985
	0
	0.90 
	0.423

	Cognitive performance
	MR Egger
	0.988
	0.925 - 1.055
	0.718
	0.90 
	0.423

	Cognitive performance
	Weighted median
	0.972
	0.955 - 0.990
	0.002
	
	0.423

	Comparative body size at age 10
	Inverse variance weighted
	1.021
	1.006 - 1.036
	0.006
	1.00 
	0.842

	Comparative body size at age 10
	MR Egger
	1.023
	0.985 - 1.062
	0.247
	1.00 
	0.842

	Comparative body size at age 10
	Weighted median
	1.022
	1.001 - 1.045
	0.044
	
	0.842

	Comparative body size at age 10
	Inverse variance weighted
	1.019
	1.004 - 1.035
	0.012
	1.00 
	0.842

	Comparative body size at age 10
	MR Egger
	1.022
	0.982 - 1.063
	0.293
	1.00 
	0.842

	Comparative body size at age 10
	Weighted median
	1.019
	0.996 - 1.042
	0.106
	
	0.842

	Depressed affect
	Inverse variance weighted
	1.049
	1.018 - 1.082
	0.002
	0.16 
	0.941

	Depressed affect
	MR Egger
	1.042
	0.765 - 1.421
	0.795
	0.14 
	0.941

	Depressed affect
	Weighted median
	1.040
	0.996 - 1.086
	0.074
	
	0.941

	Dermatitis and eczema
	Inverse variance weighted
	1.026
	1.000 - 1.053
	0.046
	1.00 
	0.677

	Dermatitis and eczema
	MR Egger
	1.039
	0.941 - 1.147
	0.587
	0.99 
	0.677

	Dermatitis and eczema
	Weighted median
	1.024
	0.992 - 1.057
	0.144
	
	0.677

	Diagnoses - main ICD10: N81 Female genital prolapse
	Inverse variance weighted
	2.231
	1.011 - 4.923
	0.047
	0.92 
	0.552

	Diagnoses - main ICD10: N81 Female genital prolapse
	MR Egger
	1.267
	0.053 - 30.183
	0.908
	0.90 
	0.552

	Diagnoses - main ICD10: N81 Female genital prolapse
	Weighted median
	1.943
	0.837 - 4.512
	0.122
	
	0.552

	Experiencing mood swings
	Inverse variance weighted
	1.067
	1.028 - 1.107
	0.001
	0.99 
	0.166

	Experiencing mood swings
	MR Egger
	1.249
	0.851 - 1.833
	0.272
	1.00 
	0.166

	Experiencing mood swings
	Weighted median
	1.048
	0.995 - 1.103
	0.078
	
	0.166

	Extreme body mass index
	Inverse variance weighted
	1.006
	1.001 - 1.011
	0.019
	1.00 
	0.237

	Extreme body mass index
	MR Egger
	1.017
	0.986 - 1.049
	0.33
	1.00 
	0.237

	Extreme body mass index
	Weighted median
	1.006
	1.000 - 1.012
	0.067
	
	0.237

	Fed-up feelings
	Inverse variance weighted
	1.211
	1.073 - 1.365
	0.002
	0.98 
	0.307

	Fed-up feelings
	MR Egger
	1.852
	0.460 - 7.449
	0.411
	0.98 
	0.307

	Fed-up feelings
	Weighted median
	1.167
	0.996 - 1.366
	0.055
	
	0.307

	Fed-up feelings
	Inverse variance weighted
	1.138
	1.060 - 1.221
	0
	0.39 
	0.294

	Fed-up feelings
	MR Egger
	1.034
	0.747 - 1.432
	0.843
	0.40 
	0.294

	Fed-up feelings
	Weighted median
	1.124
	1.019 - 1.240
	0.019
	
	0.294

	Feeling miserable
	Inverse variance weighted
	1.043
	1.005 - 1.083
	0.025
	0.19 
	0.273

	Feeling miserable
	MR Egger
	1.177
	0.795 - 1.741
	0.432
	0.20 
	0.273

	Feeling miserable
	Weighted median
	1.022
	0.976 - 1.071
	0.353
	
	0.273

	Fluid intelligence score
	Inverse variance weighted
	0.989
	0.982 - 0.997
	0.004
	0.29 
	0.178

	Fluid intelligence score
	MR Egger
	0.951
	0.860 - 1.052
	0.341
	0.31 
	0.178

	Fluid intelligence score
	Weighted median
	0.991
	0.980 - 1.001
	0.089
	
	0.178

	Fluid intelligence score
	Inverse variance weighted
	0.992
	0.984 - 0.999
	0.034
	0.25 
	0.170

	Fluid intelligence score
	MR Egger
	0.971
	0.919 - 1.026
	0.297
	0.28 
	0.170

	Fluid intelligence score
	Weighted median
	0.990
	0.979 - 1.001
	0.077
	
	0.170

	Frequency of friend/family visits
	Inverse variance weighted
	0.937
	0.893 - 0.984
	0.009
	1.00 
	0.355

	Frequency of friend/family visits
	MR Egger
	0.852
	0.602 - 1.206
	0.396
	1.00 
	0.355

	Frequency of friend/family visits
	Weighted median
	0.954
	0.898 - 1.014
	0.131
	
	0.355

	Frequency of tiredness / lethargy in last 2 weeks
	Inverse variance weighted
	1.136
	1.054 - 1.224
	0.001
	0.98 
	0.701

	Frequency of tiredness / lethargy in last 2 weeks
	MR Egger
	1.045
	0.500 - 2.181
	0.909
	0.98 
	0.701

	Frequency of tiredness / lethargy in last 2 weeks
	Weighted median
	1.103
	0.993 - 1.225
	0.067
	
	0.701

	Gastroesophageal reflux disease
	Inverse variance weighted
	1.086
	1.065 - 1.107
	0
	0.98 
	0.755

	Gastroesophageal reflux disease
	MR Egger
	1.073
	0.939 - 1.226
	0.306
	0.98 
	0.755

	Gastroesophageal reflux disease
	Weighted median
	1.100
	1.071 - 1.129
	0
	
	0.755

	Hip circumference
	Inverse variance weighted
	1.017
	1.005 - 1.028
	0.004
	0.96 
	0.425

	Hip circumference
	MR Egger
	1.026
	0.987 - 1.065
	0.2
	0.96 
	0.425

	Hip circumference
	Weighted median
	1.014
	0.997 - 1.032
	0.11
	
	0.425

	Hip circumference
	Inverse variance weighted
	1.023
	1.006 - 1.041
	0.008
	0.86 
	0.318

	Hip circumference
	MR Egger
	1.007
	0.953 - 1.065
	0.798
	0.86 
	0.318

	Hip circumference
	Weighted median
	1.019
	0.996 - 1.042
	0.105
	
	0.318

	Hip circumference
	Inverse variance weighted
	1.020
	1.010 - 1.029
	0
	1.00 
	0.560

	Hip circumference
	MR Egger
	1.015
	0.985 - 1.045
	0.329
	1.00 
	0.560

	Hip circumference
	Weighted median
	1.017
	1.003 - 1.032
	0.016
	
	0.560

	Impedance of arm (left)
	Inverse variance weighted
	0.987
	0.977 - 0.996
	0.006
	1.00 
	0.134

	Impedance of arm (left)
	MR Egger
	0.999
	0.970 - 1.030
	0.954
	1.00 
	0.134

	Impedance of arm (left)
	Weighted median
	0.983
	0.969 - 0.998
	0.027
	
	0.134

	Impedance of arm (right)
	Inverse variance weighted
	0.984
	0.975 - 0.993
	0.001
	1.00 
	0.103

	Impedance of arm (right)
	MR Egger
	0.996
	0.969 - 1.024
	0.795
	1.00 
	0.103

	Impedance of arm (right)
	Weighted median
	0.986
	0.973 - 1.000
	0.052
	
	0.103

	Impedance of leg (left)
	Inverse variance weighted
	0.989
	0.981 - 0.996
	0.004
	1.00 
	0.425

	Impedance of leg (left)
	MR Egger
	0.983
	0.957 - 1.010
	0.213
	1.00 
	0.425

	Impedance of leg (left)
	Weighted median
	0.988
	0.977 - 0.998
	0.025
	
	0.425

	Impedance of leg (right)
	Inverse variance weighted
	0.986
	0.977 - 0.995
	0.002
	1.00 
	0.415

	Impedance of leg (right)
	MR Egger
	0.977
	0.941 - 1.016
	0.246
	1.00 
	0.415

	Impedance of leg (right)
	Weighted median
	0.979
	0.967 - 0.991
	0.001
	
	0.415

	Impedance of leg (right)
	Inverse variance weighted
	0.989
	0.981 - 0.997
	0.009
	1.00 
	0.120

	Impedance of leg (right)
	MR Egger
	0.976
	0.946 - 1.006
	0.117
	1.00 
	0.120

	Impedance of leg (right)
	Weighted median
	0.986
	0.974 - 0.998
	0.028
	
	0.120

	Impedance of whole body
	Inverse variance weighted
	0.987
	0.978 - 0.996
	0.003
	1.00 
	0.200

	Impedance of whole body
	MR Egger
	0.999
	0.967 - 1.032
	0.94
	1.00 
	0.200

	Impedance of whole body
	Weighted median
	0.989
	0.976 - 1.001
	0.076
	
	0.200

	Intelligence
	Inverse variance weighted
	0.972
	0.962 - 0.983
	0
	0.98 
	0.279

	Intelligence
	MR Egger
	0.990
	0.934 - 1.050
	0.747
	0.98 
	0.279

	Intelligence
	Weighted median
	0.976
	0.960 - 0.992
	0.004
	
	0.279

	Leg fat mass (left)
	Inverse variance weighted
	1.043
	1.028 - 1.058
	0
	1.00 
	0.072

	Leg fat mass (left)
	MR Egger
	1.020
	0.976 - 1.066
	0.385
	1.00 
	0.072

	Leg fat mass (left)
	Weighted median
	1.029
	1.007 - 1.052
	0.009
	
	0.072

	Leg fat mass (right)
	Inverse variance weighted
	1.052
	1.036 - 1.068
	0
	1.00 
	0.485

	Leg fat mass (right)
	MR Egger
	1.039
	0.975 - 1.107
	0.244
	1.00 
	0.485

	Leg fat mass (right)
	Weighted median
	1.041
	1.019 - 1.062
	0
	
	0.485

	Leg fat percentage (right)
	Inverse variance weighted
	1.065
	1.044 - 1.087
	0
	1.00 
	0.965

	Leg fat percentage (right)
	MR Egger
	1.064
	0.969 - 1.168
	0.195
	1.00 
	0.965

	Leg fat percentage (right)
	Weighted median
	1.056
	1.024 - 1.088
	0
	
	0.965

	Leg fat-free mass (left)
	Inverse variance weighted
	1.014
	1.003 - 1.024
	0.011
	1.00 
	0.100

	Leg fat-free mass (left)
	MR Egger
	1.002
	0.976 - 1.028
	0.904
	1.00 
	0.100

	Leg fat-free mass (left)
	Weighted median
	1.009
	0.993 - 1.026
	0.258
	
	0.100

	Leg fat-free mass (right)
	Inverse variance weighted
	1.015
	1.005 - 1.026
	0.002
	1.00 
	0.143

	Leg fat-free mass (right)
	MR Egger
	1.005
	0.979 - 1.031
	0.705
	1.00 
	0.143

	Leg fat-free mass (right)
	Weighted median
	1.010
	0.993 - 1.028
	0.261
	
	0.143

	Leg predicted mass (left)
	Inverse variance weighted
	1.012
	1.002 - 1.023
	0.022
	1.00 
	0.161

	Leg predicted mass (left)
	MR Egger
	1.002
	0.976 - 1.029
	0.881
	1.00 
	0.161

	Leg predicted mass (left)
	Weighted median
	1.009
	0.992 - 1.027
	0.301
	
	0.161

	Leg predicted mass (right)
	Inverse variance weighted
	1.014
	1.004 - 1.024
	0.005
	1.00 
	0.249

	Leg predicted mass (right)
	MR Egger
	1.006
	0.981 - 1.032
	0.641
	1.00 
	0.249

	Leg predicted mass (right)
	Weighted median
	1.010
	0.993 - 1.027
	0.25
	
	0.249

	Long-standing illness  disability or infirmity
	Inverse variance weighted
	1.156
	1.025 - 1.305
	0.019
	0.81 
	0.421

	Long-standing illness  disability or infirmity
	MR Egger
	1.036
	0.647 - 1.658
	0.89
	0.80 
	0.421

	Long-standing illness  disability or infirmity
	Weighted median
	1.102
	0.948 - 1.280
	0.207
	
	0.421

	Long-standing illness, disability or infirmity
	Inverse variance weighted
	1.128
	1.036 - 1.229
	0.006
	0.82 
	0.901

	Long-standing illness, disability or infirmity
	MR Egger
	1.143
	0.802 - 1.627
	0.474
	0.79 
	0.901

	Long-standing illness, disability or infirmity
	Weighted median
	1.098
	0.980 - 1.230
	0.108
	
	0.901

	Major depression
	Inverse variance weighted
	1.056
	1.030 - 1.081
	0
	0.06 
	0.792

	Major depression
	MR Egger
	1.044
	0.903 - 1.208
	0.567
	0.05 
	0.792

	Major depression
	Weighted median
	1.060
	1.022 - 1.099
	0.002
	
	0.792

	Mood swings
	Inverse variance weighted
	1.120
	1.053 - 1.192
	0
	0.99 
	0.602

	Mood swings
	MR Egger
	1.197
	0.776 - 1.848
	0.424
	0.99 
	0.602

	Mood swings
	Weighted median
	1.087
	0.997 - 1.184
	0.059
	
	0.602

	Neurociticism
	Inverse variance weighted
	1.041
	1.019 - 1.063
	0
	0.89 
	0.575

	Neurociticism
	MR Egger
	1.014
	0.869 - 1.185
	0.857
	0.89 
	0.575

	Neurociticism
	Weighted median
	1.035
	1.004 - 1.067
	0.027
	
	0.575

	Neuroticism
	Inverse variance weighted
	1.011
	1.001 - 1.021
	0.029
	0.38 
	0.917

	Neuroticism
	MR Egger
	1.007
	0.877 - 1.156
	0.923
	0.36 
	0.917

	Neuroticism
	Weighted median
	1.008
	0.994 - 1.021
	0.265
	
	0.917

	Neuroticism score
	Inverse variance weighted
	1.008
	1.002 - 1.014
	0.006
	0.89 
	0.437

	Neuroticism score
	MR Egger
	1.016
	0.980 - 1.054
	0.388
	0.89 
	0.437

	Neuroticism score
	Weighted median
	1.008
	0.999 - 1.016
	0.077
	
	0.437

	Number of operations  self-reported
	Inverse variance weighted
	1.202
	1.023 - 1.411
	0.025
	1.00 
	0.782

	Number of operations  self-reported
	MR Egger
	2.094
	0.003 - 1611.461
	0.848
	1.00 
	0.782

	Number of operations  self-reported
	Weighted median
	1.191
	0.986 - 1.438
	0.069
	
	0.782

	Number of operations, self-reported
	Inverse variance weighted
	1.078
	1.001 - 1.161
	0.046
	0.90 
	0.998

	Number of operations, self-reported
	MR Egger
	1.079
	0.450 - 2.587
	0.869
	0.87 
	0.998

	Number of operations, self-reported
	Weighted median
	1.079
	0.973 - 1.196
	0.151
	
	0.998

	Number of self-reported non-cancer illnesses
	Inverse variance weighted
	1.113
	1.038 - 1.194
	0.003
	0.97 
	0.102

	Number of self-reported non-cancer illnesses
	MR Egger
	1.643
	0.751 - 3.592
	0.254
	0.99 
	0.102

	Number of self-reported non-cancer illnesses
	Weighted median
	1.111
	1.012 - 1.220
	0.027
	
	0.102

	Obesity class 2
	Inverse variance weighted
	1.007
	1.002 - 1.013
	0.006
	1.00 
	0.988

	Obesity class 2
	MR Egger
	1.007
	0.985 - 1.030
	0.531
	1.00 
	0.988

	Obesity class 2
	Weighted median
	1.007
	1.000 - 1.014
	0.04
	
	0.988

	Overall health rating
	Inverse variance weighted
	1.107
	1.056 - 1.160
	0
	0.85 
	0.093

	Overall health rating
	MR Egger
	1.347
	0.909 - 1.998
	0.152
	0.89 
	0.093

	Overall health rating
	Weighted median
	1.065
	0.994 - 1.141
	0.072
	
	0.093

	Overall health rating
	Inverse variance weighted
	1.202
	1.145 - 1.263
	0
	1.00 
	0.138

	Overall health rating
	MR Egger
	1.046
	0.760 - 1.441
	0.782
	1.00 
	0.138

	Overall health rating
	Weighted median
	1.176
	1.098 - 1.260
	0
	
	0.138

	Participation in an health questionnaire (not invited vs invited)
	Inverse variance weighted
	1.179
	1.048 - 1.325
	0.006
	0.52 
	0.704

	Participation in an health questionnaire (not invited vs invited)
	MR Egger
	1.349
	0.378 - 4.815
	0.654
	0.48 
	0.704

	Participation in an health questionnaire (not invited vs invited)
	Weighted median
	1.151
	0.984 - 1.347
	0.079
	
	0.704

	Past tobacco smoking
	Inverse variance weighted
	0.972
	0.949 - 0.995
	0.019
	0.64 
	0.655

	Past tobacco smoking
	MR Egger
	0.952
	0.817 - 1.111
	0.544
	0.61 
	0.655

	Past tobacco smoking
	Weighted median
	0.983
	0.951 - 1.016
	0.307
	
	0.655

	Qualifications: A levels/AS levels or equivalent
	Inverse variance weighted
	0.817
	0.744 - 0.897
	0
	1.00 
	0.168

	Qualifications: A levels/AS levels or equivalent
	MR Egger
	0.592
	0.269 - 1.304
	0.207
	1.00 
	0.168

	Qualifications: A levels/AS levels or equivalent
	Weighted median
	0.854
	0.749 - 0.974
	0.018
	
	0.168

	Qualifications: College or University degree
	Inverse variance weighted
	0.885
	0.851 - 0.921
	0
	0.99 
	0.983

	Qualifications: College or University degree
	MR Egger
	0.884
	0.699 - 1.118
	0.306
	0.99 
	0.983

	Qualifications: College or University degree
	Weighted median
	0.899
	0.848 - 0.953
	0
	
	0.983

	Qualifications: College or University degree
	Inverse variance weighted
	0.884
	0.855 - 0.915
	0
	0.99 
	0.713

	Qualifications: College or University degree
	MR Egger
	0.901
	0.758 - 1.071
	0.239
	0.99 
	0.713

	Qualifications: College or University degree
	Weighted median
	0.889
	0.846 - 0.935
	0
	
	0.713

	Qualifications: None of the above
	Inverse variance weighted
	1.122
	1.041 - 1.209
	0.002
	0.11 
	0.207

	Qualifications: None of the above
	MR Egger
	1.364
	0.794 - 2.346
	0.271
	0.12 
	0.207

	Qualifications: None of the above
	Weighted median
	1.052
	0.943 - 1.172
	0.364
	
	0.207

	Qualifications: None of the above
	Inverse variance weighted
	1.127
	1.056 - 1.203
	0
	0.73 
	0.945

	Qualifications: None of the above
	MR Egger
	1.120
	0.796 - 1.575
	0.52
	0.71 
	0.945

	Qualifications: None of the above
	Weighted median
	1.093
	0.996 - 1.201
	0.062
	
	0.945

	Smoking status: Current
	Inverse variance weighted
	1.204
	1.019 - 1.422
	0.029
	1.00 
	0.353

	Smoking status: Current
	MR Egger
	2.020
	0.317 - 12.860
	0.49
	1.00 
	0.353

	Smoking status: Current
	Weighted median
	1.139
	0.923 - 1.405
	0.224
	
	0.353

	Standing height
	Inverse variance weighted
	0.993
	0.987 - 0.998
	0.012
	1.00 
	0.824

	Standing height
	MR Egger
	0.993
	0.979 - 1.008
	0.391
	1.00 
	0.824

	Standing height
	Weighted median
	0.994
	0.985 - 1.003
	0.16
	
	0.824

	Strenuous sports or other exercises
	Inverse variance weighted
	0.715
	0.554 - 0.923
	0.01
	0.91 
	0.719

	Strenuous sports or other exercises
	MR Egger
	0.415
	0.003 - 61.512
	0.763
	0.87 
	0.719

	Strenuous sports or other exercises
	Weighted median
	0.741
	0.545 - 1.007
	0.056
	
	0.719

	Time spent watching television (TV)
	Inverse variance weighted
	1.111
	1.054 - 1.170
	0
	0.90 
	0.118

	Time spent watching television (TV)
	MR Egger
	1.356
	0.883 - 2.084
	0.183
	0.93 
	0.118

	Time spent watching television (TV)
	Weighted median
	1.072
	0.997 - 1.153
	0.062
	
	0.118

	Trunk fat mass
	Inverse variance weighted
	1.021
	1.012 - 1.030
	0
	1.00 
	0.290

	Trunk fat mass
	MR Egger
	1.011
	0.978 - 1.044
	0.515
	1.00 
	0.290

	Trunk fat mass
	Weighted median
	1.017
	1.004 - 1.030
	0.009
	
	0.290

	Types of physical activity in last 4 weeks: Walking for pleasure (not as a means of transport)
	Inverse variance weighted
	0.849
	0.749 - 0.963
	0.011
	0.71 
	0.157

	Types of physical activity in last 4 weeks: Walking for pleasure (not as a means of transport)
	MR Egger
	0.460
	0.109 - 1.937
	0.318
	0.77 
	0.157

	Types of physical activity in last 4 weeks: Walking for pleasure (not as a means of transport)
	Weighted median
	0.892
	0.753 - 1.057
	0.186
	
	0.157

	Ulcerative colitis
	Inverse variance weighted
	1.003
	1.000 - 1.005
	0.039
	0.94 
	0.789

	Ulcerative colitis
	MR Egger
	1.002
	0.990 - 1.014
	0.773
	0.92 
	0.789

	Ulcerative colitis
	Weighted median
	1.002
	0.999 - 1.006
	0.144
	
	0.789

	Usual walking pace
	Inverse variance weighted
	0.909
	0.858 - 0.964
	0.001
	0.47 
	0.077

	Usual walking pace
	MR Egger
	0.753
	0.522 - 1.087
	0.143
	0.54 
	0.077

	Usual walking pace
	Weighted median
	0.942
	0.866 - 1.024
	0.158
	
	0.077

	Waist circumference
	Inverse variance weighted
	1.033
	1.018 - 1.048
	0
	1.00 
	0.085

	Waist circumference
	MR Egger
	1.008
	0.960 - 1.059
	0.739
	1.00 
	0.085

	Waist circumference
	Weighted median
	1.026
	1.006 - 1.047
	0.012
	
	0.085

	Waist circumference
	Inverse variance weighted
	1.023
	1.006 - 1.041
	0.008
	0.86 
	0.318

	Waist circumference
	MR Egger
	1.007
	0.953 - 1.065
	0.798
	0.86 
	0.318

	Waist circumference
	Weighted median
	1.019
	0.996 - 1.042
	0.112
	
	0.318

	Waist circumference
	Inverse variance weighted
	1.017
	1.000 - 1.034
	0.047
	0.80 
	0.192

	Waist circumference
	MR Egger
	1.061
	0.951 - 1.183
	0.309
	0.83 
	0.192

	Waist circumference
	Weighted median
	1.015
	0.993 - 1.038
	0.181
	
	0.192

	Waist circumference
	Inverse variance weighted
	1.040
	1.024 - 1.056
	0
	0.99 
	0.412

	Waist circumference
	MR Egger
	1.057
	0.986 - 1.133
	0.123
	0.99 
	0.412

	Waist circumference
	Weighted median
	1.034
	1.012 - 1.056
	0.003
	
	0.412

	Weekly usage of mobile phone in last 3 months
	Inverse variance weighted
	1.099
	1.014 - 1.192
	0.021
	0.99 
	0.933

	Weekly usage of mobile phone in last 3 months
	MR Egger
	1.064
	0.297 - 3.819
	0.932
	0.98 
	0.933

	Weekly usage of mobile phone in last 3 months
	Weighted median
	1.086
	0.989 - 1.194
	0.085
	
	0.933

	Whole body fat mass
	Inverse variance weighted
	1.028
	1.018 - 1.039
	0
	1.00 
	0.156

	Whole body fat mass
	MR Egger
	1.015
	0.981 - 1.050
	0.404
	1.00 
	0.156

	Whole body fat mass
	Weighted median
	1.025
	1.009 - 1.040
	0.001
	
	0.156

	Years of schooling
	Inverse variance weighted
	0.970
	0.944 - 0.997
	0.027
	0.14 
	0.360

	Years of schooling
	MR Egger
	0.850
	0.506 - 1.430
	0.558
	0.14 
	0.360

	Years of schooling
	Weighted median
	0.974
	0.940 - 1.009
	0.148
	
	0.360
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Table S16. Polygenic Risk Score and Genetic Contribution Across Chromosomal Regions
	Chromosome
	PRS Score Sum

	chr1
	17.6813754179762

	chr2
	18.8498663080257

	chr3
	15.3619640644534

	chr4
	13.5889101856223

	chr5
	14.080942459952

	chr6
	14.0359840170365

	chr7
	12.4040337771119

	chr8
	12.2306990550564

	chr9
	10.4178891979045

	chr10
	11.9152406304721

	chr11
	11.432929186873

	chr12
	11.0129209749192

	chr13
	8.66591633821878

	chr14
	7.54277903426473

	chr15
	6.75072512245066

	chr16
	6.78859634017223

	chr17
	5.64862541851243

	chr18
	6.77223770986549

	chr19
	3.65796777781436

	chr20
	5.95740494235135

	chr21
	3.14777844268574

	chr22
	3.71849866270718






