Supplementary Materials



2

[bookmark: _Ref514145311][bookmark: _Toc514229624][bookmark: _Toc514231275][bookmark: _Toc514698926][bookmark: _GoBack]Supplementary Table 1 Availability of the Index SNP of Pancreatic Cancer GWAS Loci in the Data
	CHR*
	Nearest Gene(s)
	Index_SNP†
	Position
	Population
	Availability
	Alternative
	Pairwise_r2

	1p36.33
	NOC2L
	rs13303010
	894573
	European
	yes
	NA
	NA

	1q32.1
	NR5A2
	rs3790844
	200007432
	European
	yes
	NA
	NA

	1q32.1
	NR5A2
	rs2816938
	199985368
	European
	yes
	NA
	NA

	2p13.3
	ETAA1
	rs1486134
	67639769
	European
	yes
	NA
	NA

	3q29
	TP63
	rs9854771
	189508471
	European
	yes
	NA
	NA

	5q15.33
	TERT, CLPTM1L
	rs401681
	1322087
	European
	yes
	NA
	NA

	5p15.33
	TERT, CLPTM1L
	rs2736098
	1294086
	European
	no
	rs548166886
	1.000

	5p15.33
	TERT, CLPTM1L
	rs35226131
	1295373
	European
	yes
	NA
	NA

	7p12
	TNS3
	rs73328514
	47488569
	European
	yes
	NA
	NA

	7p13
	SUGCT
	rs17688601
	40866663
	European
	yes
	NA
	NA

	7q32.3
	LINC-PINT
	rs6971499
	130680521
	European
	yes
	NA
	NA

	8q21.11
	HNF4G
	rs2941471
	76470404
	European
	yes
	NA
	NA

	8q24.21
	MYC
	rs10094872
	128719884
	European
	no
	rs9642880
	0.598

	9q34
	ABO
	rs505922
	136149229
	European
	yes
	NA
	NA

	13q12.2
	PDX1
	rs9581943
	28493997
	European
	yes
	NA
	NA

	13q22.1
	none
	rs9543325
	73916628
	European
	yes
	NA
	NA

	16q23.1
	BCAR1, CTRB1, CTRB2
	rs7190458
	75263661
	European
	yes
	NA
	NA

	17q12
	HNF1B
	rs4795218
	36078510
	European
	no
	rs3110645
	1.000

	17q25.1
	LINC00673
	rs11655237
	70400166
	European
	yes
	NA
	NA

	18q21.32
	GRP
	rs1517037
	56878274
	European
	yes
	NA
	NA

	22q12.1
	ZNRF3
	rs16986825
	29300306
	European
	yes
	NA
	NA

	5p13.1
	DAB2
	rs2255280
	39394989
	Asian
	yes
	NA
	NA

	10q26.11
	RPLHR
	rs12413624
	120278944
	Asian
	yes
	NA
	NA

	21q21.3
	BACH1
	rs372883
	30717737
	Asian
	yes
	NA
	NA

	21q22.3
	TFF1
	rs1547374
	43778895
	Asian
	yes
	NA
	NA

	22q13.32
	FAM19A5
	rs5768709
	48929569
	Asian
	yes
	NA
	NA

	* Chromosomal location in NCBI genome build 37.
† SNP = single nucleotide polymorphisms; Index SNP = variant reported to be associated with pancreatic cancer



Supplementary Figure 1 Overview of quality control procedures on PanC4 imputed data[image: ]
Supplementary Figure 2 Correlations between the estimated variance explained by individual chromosome and the length of chromosomes. Each black circle represents a chromosome marked by the chromosome ID number. The dotted line is loess smoothed fit curve based on the data. No correlation was found between the estimated variance explained by individual chromosome and the length of chromosomes. 
[image: ]

Supplementary Figure 3 Minor allele frequency (MAF) distribution of variants in four functional groups. The heights of the boxes are proportional to the percentage of all variants being annotated as coding, intergenic, intronic or regulatory variants. The widths of the boxes are proportional to the percentage of variants in each functional group fallen into each MAF categories. This plot showed that comparing to other functional groups, a significant higher proportion of coding variants had a MAF < 0.5% 
[image: ]
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Imputed Data



Variant Filtering:
Missingness > 0.05



Variant Filtering:
HWE p < 10-6



Variant Filtering:
INFO score < 0.50



Variant Filtering:
Minor allele count < 5



Sample Filtering:
Relatedness < 0.025



1,534,984 variants 
excluded



234 variants excluded



Variant Filtering:
Monomorphic variants



49,388,407 variants 
excluded



5,099,933 variants 
excluded



9,463,658 variants 
excluded



81,671,345 variants
7,956 samples



653 samples removed



Final Imputed Data6,931 samples
16,184,129 variants



Sample Filtering:
Non-European Samples372 samples removed
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