Supplementary Table 1. Sub-analysis in male participants aged 60 years or older
	rsID
	Chr
	Position
	Gene
	Location
	Ref
	Alt
	
	META
	
	Set 1
	Set 2
	Set 3

	
	
	
	
	
	
	
	Freq
	Beta
	P-value
	Beta
	P-value
	Beta
	P-value
	Beta
	P-value

	rs141279361
	1
	202923428
	ADIPOR1
	5'UTR
	C
	T
	0.022
	-0.214
	1.29E-01
	-0.145
	6.78E-01
	0.112
	6.50E-01
	-0.449
	2.38E-02

	rs77607073
	2
	49531177
	FSHR/NRXN1
	intergenic
	A
	G
	0.117
	0.189
	2.32E-03
	0.213
	9.32E-02
	0.300
	1.96E-02
	0.128
	1.35E-01

	rs147964289
	3
	3825426
	CRBN/LRRN1
	intergenic
	A
	C
	0.013
	-0.519
	4.58E-03
	-0.901
	4.48E-03
	-0.425
	2.59E-01
	-0.266
	3.45E-01

	rs141616911
	3
	105393996
	CBLB
	intronic
	T
	C
	0.008
	0.589
	1.73E-02
	1.029
	1.79E-01
	0.086
	8.64E-01
	0.705
	2.16E-02

	rs138068168
	3
	158936130
	IQCJ,IQCJ-SCHIP1
	intronic
	T
	TTG
	0.487
	-0.089
	4.06E-02
	-0.179
	3.53E-02
	0.075
	4.18E-01
	-0.113
	6.15E-02

	rs11942832
	4
	24951385
	CCDC149
	intronic
	T
	C
	0.320
	-0.157
	4.85E-04
	-0.258
	3.55E-03
	-0.115
	2.37E-01
	-0.124
	4.82E-02

	rs118050709
	4
	39178700
	KLHL5/WDR19
	intergenic
	C
	A
	0.046
	-0.270
	7.75E-03
	-0.145
	5.79E-01
	-0.382
	5.99E-02
	-0.255
	5.28E-02

	rs1289351462
	5
	60624566
	LINC02057/ZSWIM6
	intergenic
	A
	ACAATGGCTTAGG
	0.006
	-0.470
	2.55E-01
	2.757
	4.53E-01
	0.660
	5.22E-01
	-0.740
	1.04E-01

	rs2243036
	5
	76122388
	F2RL1
	intronic
	G
	A
	0.252
	0.093
	5.72E-02
	0.144
	1.14E-01
	-0.008
	9.38E-01
	0.103
	1.30E-01

	rs61093400
	5
	108415405
	FER
	intronic
	A
	G
	0.029
	0.384
	2.73E-03
	0.231
	6.14E-01
	0.325
	1.25E-01
	0.445
	1.00E-02

	rs10749438
	10
	123810832
	TACC2
	intronic
	G
	A
	0.707
	-0.131
	3.67E-03
	-0.161
	6.96E-02
	-0.109
	2.53E-01
	-0.125
	4.64E-02

	rs6483495
	11
	96036188
	MAML2
	intronic
	G
	A
	0.303
	-0.157
	2.61E-04
	-0.124
	1.81E-01
	-0.177
	4.67E-02
	-0.161
	5.61E-03

	rs182016826
	12
	116219902
	TBX3/MED13L
	intergenic
	T
	C
	0.015
	-0.213
	2.49E-01
	-0.087
	8.56E-01
	-0.603
	1.60E-01
	-0.132
	5.59E-01

	rs117436582
	13
	37367772
	SERTM1/RFXAP
	intergenic
	A
	G
	0.046
	-0.304
	3.51E-03
	-0.315
	8.39E-02
	-0.317
	1.72E-01
	-0.291
	5.66E-02

	rs76373752
	14
	34645522
	EGLN3/SPTSSA
	intergenic
	T
	C
	0.039
	0.347
	1.82E-03
	0.439
	3.50E-02
	0.377
	1.05E-01
	0.277
	8.44E-02

	rs3743680
	16
	69153608
	CHTF8
	3'UTR
	C
	T
	0.025
	-0.171
	2.58E-01
	0.376
	1.80E-01
	-0.501
	1.45E-01
	-0.356
	9.09E-02

	rs148814682
	18
	69057390
	GTSCR1/LINC01541
	intergenic
	C
	T
	0.036
	0.370
	7.86E-04
	0.095
	6.66E-01
	0.187
	5.33E-01
	0.524
	2.14E-04

	rs1718047
	X
	32179025
	DMD
	intronic
	C
	A
	0.858
	0.135
	1.24E-03
	0.152
	3.13E-02
	0.088
	3.22E-01
	0.145
	2.29E-02


Chr, chromosome; Ref, Reference allele; Alt, alternative allele; META, meta-analysis; Freq, allele frequency of alternative allele; Beta, beta of alternative allele; UTR, untranslated region


Supplementary Table 2. Sub-analysis in female participants aged 60 years or older
	rsID
	Chr
	Position
	Gene
	Location
	Ref
	Alt
Freq
	META
	
	Set 1
	Set 2
	Set 3

	
	
	
	
	
	
	
	Beta
	P-value
	Beta
	P-value
	Beta
	P-value
	Beta
	P-value

	rs141279361
	1
	202923428
	ADIPOR1
	5'UTR
	C
		T	0.026
	-0.415
	4.63E-05
	-0.506
	3.97E-03
	-0.510
	2.14E-02
	-0.301
	4.80E-02

	rs77607073
	2
	49531177
	FSHR/NRXN1
	intergenic
	A
		G	0.113
	0.160
	1.71E-03
	0.048
	6.15E-01
	0.193
	4.60E-02
	0.213
	5.97E-03

	rs147964289
	3
	3825426
	CRBN/LRRN1
	intergenic
	A
		C	0.010
	-0.618
	2.56E-04
	-0.501
	8.82E-02
	-0.706
	4.40E-02
	-0.660
	1.03E-02

	rs141616911
	3
	105393996
	CBLB
	intronic
	T
		C	0.007
	0.759
	1.70E-04
	0.937
	1.82E-02
	1.303
	8.92E-03
	0.522
	5.05E-02

	rs138068168
	3
	158936130
	IQCJ,IQCJ-SCHIP1
	intronic
	T
		TTG	0.470
	-0.133
	7.30E-05
	-0.179
	3.08E-03
	-0.111
	9.46E-02
	-0.113
	2.65E-02

	rs11942832
	4
	24951385
	CCDC149
	intronic
	T
		C	0.306
	-0.127
	4.11E-04
	-0.041
	5.23E-01
	-0.185
	1.31E-02
	-0.157
	3.53E-03

	rs118050709
	4
	39178700
	KLHL5/WDR19
	intergenic
	C
		A	0.049
	-0.302
	8.49E-05
	-0.385
	6.15E-03
	-0.221
	1.53E-01
	-0.292
	1.11E-02

	rs1289351462
	5
	60624566
	LINC02057/ZSWIM6
	intergenic
	A
	ACAATGGCTTAGG 0.008
	-1.189
	4.28E-07
	-1.409
	5.04E-04
	-0.879
	7.52E-02
	-1.178
	1.03E-03

	rs2243036
	5
	76122388
	F2RL1
	intronic
	G
		A	0.245
	0.164
	2.85E-05
	0.071
	2.79E-01
	0.236
	3.64E-03
	0.201
	9.54E-04

	rs61093400
	5
	108415405
	FER
	intronic
	A
		G	0.027
	0.300
	5.26E-03
	0.140
	5.96E-01
	0.373
	1.92E-02
	0.281
	1.09E-01

	rs10749438
	10
	123810832
	TACC2
	intronic
	G
		A	0.705
	-0.164
	3.14E-06
	-0.148
	2.19E-02
	-0.143
	4.16E-02
	-0.187
	4.02E-04

	rs6483495
	11
	96036188
	MAML2
	intronic
	G
		A	0.316
	-0.136
	5.25E-05
	-0.085
	1.66E-01
	-0.084
	2.36E-01
	-0.193
	8.38E-05

	rs182016826
	12
	116219902
	TBX3/MED13L
	intergenic
	T
		C	0.018
	-0.609
	8.09E-07
	-0.939
	1.81E-06
	-0.220
	3.51E-01
	-0.530
	1.49E-02

	rs117436582
	13
	37367772
	SERTM1/RFXAP
	intergenic
	A
		G	0.050
	-0.282
	2.76E-04
	-0.198
	9.85E-02
	-0.357
	5.33E-02
	-0.335
	6.02E-03

	rs76373752
	14
	34645522
	EGLN3/SPTSSA
	intergenic
	T
		C	0.042
	0.309
	5.56E-04
	0.355
	2.60E-02
	0.186
	2.64E-01
	0.363
	1.12E-02

	rs3743680
	16
	69153608
	CHTF8
	3'UTR
	C
		T	0.028
	-0.432
	1.48E-04
	-0.751
	5.65E-05
	-0.453
	6.27E-02
	-0.121
	5.01E-01

	rs148814682
	18
	69057390
	GTSCR1/LINC01541
	intergenic
	C
		T	0.036
	0.203
	1.69E-02
	0.358
	1.69E-02
	0.423
	2.93E-02
	0.012
	9.21E-01

	rs1718047
	X
	32179025
	DMD
	intronic
	C
		A	0.843
	0.137
	7.20E-04
	0.272
	3.03E-04
	0.045
	5.97E-01
	0.099
	8.80E-02


Chr, chromosome; Ref, Reference allele; Alt, alternative allele; META, meta-analysis; Frequency, allele frequency of alternative allele; Beta, beta of alternative allele; UTR, untranslated region


Supplementary Table 3. Sub-analysis in the participants aged 75 years or older
	rsID
	Chr
	Position
	Gene
	Location
	Ref
	Alt
	
	META
	
	Set 1
	Set 2
	Set 3

	
	
	
	
	
	
	
	Freq
	Beta
	P-value
	Beta
	P-value
	Beta
	P-value
	Beta
	P-value

	rs141279361
	1
	202923428
	ADIPOR1
	5'UTR
	C
	T
	0.030
	-0.230
	5.55E-02
	-0.167
	4.58E-01
	-0.039
	8.71E-01
	-0.369
	3.59E-02

	rs77607073
	2
	49531177
	FSHR/NRXN1
	intergenic
	A
	G
	0.113
	0.265
	2.04E-05
	0.161
	1.53E-01
	0.507
	1.92E-04
	0.222
	1.36E-02

	rs147964289
	3
	3825426
	CRBN/LRRN1
	intergenic
	A
	C
	0.009
	-0.398
	9.63E-02
	-0.132
	7.45E-01
	-0.888
	1.99E-01
	-0.462
	1.60E-01

	rs141616911
	3
	105393996
	CBLB
	intronic
	T
	C
	0.008
	0.548
	2.87E-02
	0.974
	3.29E-02
	-0.095
	8.81E-01
	0.496
	1.46E-01

	rs138068168
	3
	158936130
	IQCJ,IQCJ-SCHIP1
	intronic
	T
	TTG
	0.471
	-0.126
	2.57E-03
	-0.213
	4.24E-03
	-0.069
	4.71E-01
	-0.092
	1.26E-01

	rs11942832
	4
	24951385
	CCDC149
	intronic
	T
	C
	0.302
	-0.194
	2.13E-05
	-0.127
	1.09E-01
	-0.129
	2.19E-01
	-0.268
	6.03E-05

	rs118050709
	4
	39178700
	KLHL5/WDR19
	intergenic
	C
	A
	0.046
	-0.321
	1.10E-03
	-0.571
	3.24E-03
	-0.242
	2.42E-01
	-0.229
	9.58E-02

	rs1289351462
	5
	60624566
	LINC02057/ZSWIM6
	intergenic
	A
	ACAATGGCTTAGG
	0.005
	-1.249
	3.65E-03
	-1.360
	5.11E-02
	3.585
	4.43E-01
	-1.247
	2.38E-02

	rs2243036
	5
	76122388
	F2RL1
	intronic
	G
	A
	0.244
	0.073
	1.32E-01
	-0.006
	9.40E-01
	0.078
	4.67E-01
	0.139
	6.04E-02

	rs61093400
	5
	108415405
	FER
	intronic
	A
	G
	0.025
	0.234
	9.22E-02
	0.530
	1.59E-01
	0.310
	1.32E-01
	0.048
	8.25E-01

	rs10749438
	10
	123810832
	TACC2
	intronic
	G
	A
	0.700
	-0.170
	7.34E-05
	-0.072
	3.54E-01
	-0.170
	7.38E-02
	-0.232
	1.73E-04

	rs6483495
	11
	96036188
	MAML2
	intronic
	G
	A
	0.316
	-0.160
	1.18E-04
	-0.049
	5.18E-01
	-0.200
	3.28E-02
	-0.210
	3.51E-04

	rs182016826
	12
	116219902
	TBX3/MED13L
	intergenic
	T
	C
	0.013
	-0.601
	1.18E-03
	-0.589
	1.28E-01
	-0.935
	1.16E-02
	-0.442
	8.65E-02

	rs117436582
	13
	37367772
	SERTM1/RFXAP
	intergenic
	A
	G
	0.043
	-0.101
	3.20E-01
	0.008
	9.60E-01
	0.087
	7.50E-01
	-0.272
	8.01E-02

	rs76373752
	14
	34645522
	EGLN3/SPTSSA
	intergenic
	T
	C
	0.041
	0.201
	7.12E-02
	0.280
	1.46E-01
	0.118
	5.71E-01
	0.195
	2.85E-01

	rs3743680
	16
	69153608
	CHTF8
	3'UTR
	C
	T
	0.027
	-0.399
	5.01E-03
	-0.583
	1.33E-02
	-0.758
	2.40E-02
	-0.104
	6.24E-01

	rs148814682
	18
	69057390
	GTSCR1/LINC01541
	intergenic
	C
	T
	0.039
	0.244
	1.75E-02
	0.247
	1.43E-01
	0.539
	4.23E-02
	0.148
	3.18E-01


Chr, chromosome; Ref, Reference allele; Alt, alternative allele; META, meta-analysis; Freq, allele frequency of alternative allele; Beta, beta of alternative allele
UTR, untranslated region

Supplementary Table 4. Characteristics of the subjects aged under 60 years
	
	Set 1
	Set 2

	Source
	Shimane CoHRE Study
(1st cohort)
	Shimane CoHRE Study (2nd cohort)

	Nunmber of samples
	71
	102

	Sex (male/female)
	24/47
	32/71

	Mean age (s.d.)
	54.6 (4.6)
	51.8 (7.4)

	Mode of knee extension strength
	isometric
	isometric

	Device
	QTM-05F
	QTM-05F

	Mean muscle strength/ Body weight [kg/kg] (s.d.)
	0.776 (0.260)
	0.645 (0.175)

	Genotyping platform
	Ilumina, OmniExpressExome
	Ilumina, Asian Screening Array


"Number of samples" is after quality control. s.d., standard deviation

Supplementary Table 5. Sub-analysis in the participants aged under 60 years
	rsID
	Chr
	Position
	Gene
	Location
	Ref
	Alt
	
	META
	
	Set 1
	Set 2

	
	
	
	
	
	
	
	Freq
	Beta
	P-value
	Beta
	P-value
	Beta
	P-value

	rs141279361
	1
	202923428
	ADIPOR1
	5'UTR
	C
	T
	0.029
	-0.051
	8.65E-01
	-0.020
	9.61E-01
	-0.088
	8.43E-01

	rs77607073
	2
	49531177
	FSHR/NRXN1
	intergenic
	A
	G
	0.109
	0.335
	6.65E-02
	0.201
	4.52E-01
	0.455
	7.35E-02

	rs147964289
	3
	3825426
	CRBN/LRRN1
	intergenic
	A
	C
	0.019
	0.068
	8.76E-01
	0.102
	8.61E-01
	0.025
	9.69E-01

	rs141616911
	3
	105393996
	CBLB
	intronic
	T
	C
	0.012
	-0.018
	9.71E-01
	-0.404
	5.65E-01
	0.390
	5.88E-01

	rs138068168
	3
	158936130
	IQCJ,IQCJ-SCHIP1
	intronic
	T
	TTG
	0.458
	-0.110
	3.25E-01
	-0.063
	7.13E-01
	-0.143
	3.30E-01

	rs11942832
	4
	24951385
	CCDC149
	intronic
	T
	C
	0.299
	-0.093
	4.53E-01
	-0.213
	2.60E-01
	-0.001
	9.96E-01

	rs118050709
	4
	39178700
	KLHL5/WDR19
	intergenic
	C
	A
	0.062
	-0.138
	5.30E-01
	-0.928
	7.26E-03
	0.457
	1.19E-01

	rs1289351462
	5
	60624566
	LINC02057/ZSWIM6
	intergenic
	A
	ACAATGGCTTAGG
	0.002
	2.140
	8.27E-01
	21.778
	9.44E-02
	-25.309
	9.85E-02

	rs2243036
	5
	76122388
	F2RL1
	intronic
	G
	A
	0.247
	0.219
	7.86E-02
	0.320
	6.85E-02
	0.110
	5.43E-01

	rs61093400
	5
	108415405
	FER
	intronic
	A
	G
	0.037
	-0.099
	7.56E-01
	-0.138
	8.10E-01
	-0.082
	8.33E-01

	rs10749438
	10
	123810832
	TACC2
	intronic
	G
	A
	0.687
	-0.200
	1.05E-01
	-0.316
	9.42E-02
	-0.110
	5.06E-01

	rs6483495
	11
	96036188
	MAML2
	intronic
	G
	A
	0.305
	0.063
	5.87E-01
	0.045
	7.86E-01
	0.081
	6.22E-01

	rs182016826
	12
	116219902
	TBX3/MED13L
	intergenic
	T
	C
	0.023
	-0.110
	7.79E-01
	-7.786
	8.24E-01
	-0.109
	7.82E-01

	rs117436582
	13
	37367772
	SERTM1/RFXAP
	intergenic
	A
	G
	0.040
	-0.107
	7.23E-01
	-0.533
	1.72E-01
	0.548
	2.55E-01

	rs76373752
	14
	34645522
	EGLN3/PTSSA
	intergenic
	T
	C
	0.044
	0.193
	4.99E-01
	0.109
	7.83E-01
	0.287
	4.91E-01

	rs3743680
	16
	69153608
	CHTF8
	3'UTR
	C
	T
	0.021
	0.124
	7.78E-01
	-0.434
	4.86E-01
	0.687
	2.73E-01

	rs148814682
	18
	69057390
	GTSCR1/INC01541
	intergenic
	C
	T
	0.029
	-0.278
	3.87E-01
	-0.513
	3.03E-01
	-0.106
	8.02E-01


Chr, chromosome; Ref, Reference allele; Alt, alternative allele; META, meta-analysis; Freq, allele frequency of alternative allele; Beta, beta of alternative allele
UTR, untranslated region
