	GLP1R gene
	dbSNP rs# 

cluster id 
	Position (chr6:)*
	Genotype (Ref/minor)
	MAF
	Baseline
	Treatement
	Change

	
	
	
	
	
	Mean glucose
	MAGE
	SDPG
	Mean glucose
	MAGE
	SDPG
	Mean glucose
	MAGE
	SDPG

	Intron
	rs910163
	39033420
	A/G
	0.42
	0.610 
	0.671 
	0.884 
	0.347 
	0.365 
	0.221 
	0.169 
	0.198 
	0.175 

	
	rs910162
	39033427
	A/T
	0.42
	0.610 
	0.671 
	0.884 
	0.347 
	0.365 
	0.221 
	0.169 
	0.198 
	0.175 

	Exon 4
	rs3765468
	39033593
	G/A
	0.24
	0.149 
	0.688 
	0.114 
	0.177 
	0.963 
	0.532 
	0.622 
	0.664 
	0.015 

	Intron
	novel
	39034150
	C/A
	0.28
	0.109 
	0.185 
	0.419 
	0.030 
	0.442 
	0.114 
	0.975 
	0.587 
	0.539 

	
	rs4711571
	39034195
	A/C
	0.44
	0.124 
	0.455 
	0.073 
	0.584 
	0.275 
	0.140 
	0.206 
	0.635 
	0.601 

	
	rs4711572
	39034210
	A/G
	0.45
	0.291 
	0.469 
	0.097 
	0.345 
	0.410 
	0.203 
	0.211 
	0.807 
	0.568 

	
	rs9296277
	39034248
	G/A
	0.45
	0.291 
	0.469 
	0.097 
	0.345 
	0.410 
	0.203 
	0.211 
	0.807 
	0.568 

	
	rs9296278
	39034307
	A/G
	0.45
	0.291 
	0.469 
	0.097 
	0.345 
	0.410 
	0.203 
	0.211 
	0.807 
	0.568 

	
	rs9296279
	39034313
	C/G
	0.45
	0.291 
	0.469 
	0.097 
	0.345 
	0.410 
	0.203 
	0.211 
	0.807 
	0.568 

	Exon 6
	rs2235868
	39040654
	A/C
	0.45
	0.291 
	0.469 
	0.097 
	0.345 
	0.410 
	0.203 
	0.211 
	0.807 
	0.568 

	Exon 7
	rs1042044
	39041502
	A/C
	0.42
	0.610 
	0.671 
	0.884 
	0.347 
	0.365 
	0.221 
	0.169 
	0.198 
	0.175 

	Intron
	rs761387
	39046201
	G/A
	0.23
	0.149 
	0.688 
	0.114 
	0.177 
	0.963 
	0.532 
	0.622 
	0.664 
	0.015 

	
	rs742762
	39046644
	A/C
	0.38
	0.170 
	0.147 
	0.112 
	0.451 
	0.663 
	0.238 
	0.027 
	0.152 
	0.007 

	
	rs742761
	39046655
	C/T
	0.23
	0.271 
	0.581 
	0.288 
	0.523 
	0.216 
	0.040 
	0.070 
	0.247 
	0.006 

	Exon 12
	 rs1126476
	39048491
	A/C
	0.45
	0.236 
	0.415 
	0.275 
	0.510 
	0.789 
	0.713 
	0.160 
	0.554 
	0.401 

	Intron
	 rs7769547
	39048757 
	A/G
	0.50
	0.147 
	0.279 
	0.168 
	0.355 
	0.447 
	0.640 
	0.397 
	0.660 
	0.272 




Supplement- Table 3. Association of the other 16 common variants of GLP1R gene with different traits. Data was presented with p value derived from additive genetic models.





*Each position is expressed according to the sequence registered in Human Feb. 2009 (GRCh37/hg19) Assembly.


MAF: minor allele frequency, MAGE: mean amplitude of glycemic excursions, SDPG: standard deviation of plasma glucose











