[bookmark: _GoBack]Table 3. Prediction of functional impact of significantly associated intronic gene variants among PCOS population
	SNPs
	SNP info
	CADD
	Regulome DB

	
	Conservation
	Functional consequences
	PHRED
	Raw score
	Interpretation
	Rank
	Score
	Interpretation

	rs10423288
	0
	intron variant
	5.641
	0.187
	Benign
	4
	0.609
	Minimal regulatory association

	rs2738450
	0
	intron variant
	0.465
	-0.265
	Benign
	1f
	0.554
	Strong regulatory association

	rs230493
	0.001
	intron variant
	5.430
	0.173
	Benign
	1f
	0.554
	Strong regulatory association

	rs3774959
	0.009
	intron variant
	10.900
	0.670
	Benign
	1f
	0.022
	Strong regulatory association

	rs1010679
	0
	intron variant
	5.088
	0.151
	Benign
	1f
	0.554
	Strong regulatory association

	rs9686343
	0.055
	intron variant
	0.019
	-0.705
	Benign
	6
	0.223
	No regulatory association

	rs78594529
	0
	intron variant
	0.167
	-0.412
	Benign
	7
	0.184
	No regulatory association

	rs4848306
	0
	intron variant
	4.475
	0.113
	Benign
	1f
	0.667
	Strong regulatory association

	rs4769060
	0
	intron variant
	5.470
	0.176
	Benign
	1f
	0.554
	Strong regulatory association

	rs2239585
	0
	intron variant
	1.790
	-0.063
	Benign
	4
	0.609
	Minimal regulatory association

	rs12686004
	0
	intron variant
	6.020
	0.212
	Benign
	1f
	0.553
	Strong regulatory association

	rs2235544
	0.017
	intron variant
	2.417
	-0.014
	Benign
	1f
	0.554
	Strong regulatory association

	rs28672744
	0
	intron variant
	1.334
	-0.108
	Benign
	1f
	0.554
	Strong regulatory association

	rs909253
	0
	intron variant
	4.549
	0.117
	Benign
	1f
	0.554
	Strong regulatory association

	rs17242395
	0
	intron variant
	1.212
	-0.122
	Benign
	1b
	0.647
	Strong regulatory association

	rs73015034
	0.028
	intron variant
	9.822
	0.546
	Benign
	1d
	0.671
	Strong regulatory association

	rs17880758
	0.404
	intron variant
	5.027
	0.147
	Benign
	1f
	0.553
	Strong regulatory association

	rs2275565
	0
	intron variant
	5.576
	0.182
	Benign
	7
	0.514
	No regulatory association

	rs2738446
	0.005
	intron variant
	0.267
	-0.345
	Benign
	1b
	0.632
	Strong regulatory association

	rs12621220
	0.005
	intron variant
	0.126
	-0.451
	Benign
	1f
	0.554
	Strong regulatory association

	rs207454
	0.004
	Genic downstream transcript variant
	5.608
	0.185
	Benign
	4
	0.609
	Minimal regulatory association

	rs11548
	0.001
	3 prime UTR variant
	5.167
	0.156
	Benign
	4
	0.609
	Minimal regulatory association

	rs1143623
	0
	2kb upstream variant
	3.280
	0.041
	Benign
	1f
	0.223
	Strong regulatory association

	rs230535
	0.015
	Genic upstream transcript variant
	7.130
	0.294
	Benign
	1d
	0.705
	Strong regulatory association

	rs230504
	0.001
	500bp downstream variant
	0.713
	-0.201
	Benign
	1f
	0.554
	Strong regulatory association

	rs3093556
	0
	3 prime UTR variant
	11.640
	0.761
	Benign
	4
	0.609
	Minimal regulatory association

	rs512535
	0
	2kb upstream variant
	5.960
	0.208
	Benign
	1f
	0.554
	Strong regulatory association

	rs3774937
	0.004
	Genic upstream transcript variant
	5.140
	0.154
	Benign
	1f
	0.554
	Strong regulatory association

	rs1433099
	0
	3 prime UTR variant
	6.130
	0.220
	Benign
	1f
	0.667
	Strong regulatory association

	rs2758348
	0.007
	Genic upstream transcript variant
	2.847
	0.015
	Benign
	1b
	0.035
	Strong regulatory association

	rs3885907
	0.001
	Genic upstream transcript variant
	3.235
	0.039
	Benign
	1f
	0.554
	Strong regulatory association

	rs758946
	0
	3 prime UTR variant 
	3.990
	0.084
	Benign
	1a
	1.000
	Strong regulatory association

	rs1800683
	0.594
	5 prime UTR variant
	14.670
	1.203
	Damaging
	1b
	0.972
	Strong regulatory association

	rs16944
	0
	2kb upstream variant
	0.772
	-0.189
	Benign
	1f
	0.195
	Strong regulatory association

	rs7301631
	0.028
	Genic upstream transcript variant
	3.531
	0.056
	Benign
	1a
	0.990
	Strong regulatory association

	rs28362491
	0
	2kb upstream variant
	5.327
	0.166
	Benign
	1f
	0.554
	Strong regulatory association



