Table 3 Shared genetic loci between NAFLD and glycemic traits

	Paired phenotypes
	Index SNP
	Chr
	Clump region
	Number
of SNPs
	A1
	A2
	BETA1
	P1
	BETA2
	P2
	P
	PP.H4.abf
	Causal SNP
	Genes within clump region

	T2D
	rs10401969
	19
	chr19:19283268..19789528
	551
	T
	C
	-0.274
	7.58×10-18
	-0.092
	4.13×10-12
	3.18×10-28
	0.995
	rs10401969
	ATP13A1,CILP2,GATAD2A,GMIP,HAPLN4,LPAR2,MAU2,MEF2BNB,MEF2BNB-MEF2B,NCAN,NDUFA13,NR2C2AP,PBX4,RFXANK,SUGP1,TM6SF2,TSSK6,YJEFN3,ZNF101

	
	rs780093
	2
	chr2:27556721..27934731
	335
	T
	C
	0.077
	4.09×10-6
	-0.069
	2.16×10-20
	1.04×10-22
	0.985
	rs780094
	C2orf16,CCDC121,EIF2B4,FNDC4,FTH1P3,GCKR,GPN1,GTF3C2,GTF3C2-AS1,IFT172,KRTCAP3,NRBP1,PPM1G,SLC4A1AP,SNX17,SUPT7L,ZNF512,ZNF513

	
	rs3208305
	8
	chr8:19819077..19870263
	218
	A
	T
	0.074
	4.64×10-5
	0.046
	1.60×10-7
	8.74×10-10
	0.857
	rs17411031

	LPL

	
	rs9928094
	16
	chr16:53798523..53845169
	120
	A
	G
	-0.070
	1.79×10-5
	-0.105
	3.59×10-47
	1.79×10-51
	0.854
	rs9928094
	FTO

	　
	rs6504549
	17
	chr17:65826090..65960854
	137
	A
	G
	-0.082
	3.87×10-5
	-0.044
	5.11×10-6
	8.53×10-9
	0.851
	rs9899520
	BPTF

	FI
	rs6744393
	2
	chr2:27731212..27750139
	37
	T
	C
	-0.044
	0.040
	0.018
	1.08×10-14
	9.81×10-12
	0.995
	rs780093
	GCKR

	
	rs1260326
	2
	chr2:27584666..28113911
	848
	T
	C
	0.076
	5.98×10-6
	-0.023
	8.42×10-38
	1.81×10-34
	0.983
	rs1260326
	BRE,BRE-AS1,C2orf16,CCDC121,EIF2B4,FNDC4,FTH1P3,GCKR,GPN1,IFT172,KRTCAP3,MRPL33,NRBP1,PPM1G,RBKS,SLC4A1AP,SNX17,SUPT7L,ZNF512,ZNF513

	
	rs11716141
	3
	chr3:12108754..12250888
	3878
	T
	C
	0.059
	0.021
	0.020
	4.23×10-10
	2.51×10-10
	0.973
	rs308971
	SYN2,TIMP4*

	
	rs308971
	3
	chr3:12106191..12315297
	5729
	A
	G
	-0.102
	1.38×10-5
	-0.022
	3.91×10-13
	1.61×10-14
	0.943
	rs308971
	SYN2,TIMP4*

	
	rs2141371
	2
	chr2:27860258..27860258
	1
	A
	G
	0.065
	2.17×10-4
	-0.012
	2.91×10-11
	4.63×10-8
	0.879
	rs2141371
	GPN1

	　
	rs2294917
	22
	chr22:44331060..44390547
	217
	T
	C
	0.118
	5.03×10-12
	0.005
	0.020
	4.13×10-12
	0.812
	rs2294915
	PNPLA3,SAMM50


Number SNPs: number of SNPs meeting the criteria of P<0.05 and r2>0.2 within the clump region; A1: effect allele; A2: noneffect allele; BEAT1: effect size of the corresponding trait paired with NAFLD; P1: P value of NAFLD paired trait; BEAT2: effect size of NAFLD trait; P2: P value of NAFLD, Bold font indicates the index SNP located gene.

