Supplementary Figure 1 - Distribution of RNA-seq gene counts for each LD risk-region
Each page shows the distribution of RNA-seq gene counts on a log2 scale for all genes in
each of the risk-regions [the log2(raw gene count + 1) is plotted to account for samples having 0
reads]. All of the genes are presented in chromosomal order. Genes included in our eQTL
analysis are colored in red (median raw gene count > 14) while those genes excluded due to low
expression are colored in gray. The rs number in the title is the reported risk-SNP from prior

GWAS studies in the region examined.



Regionl, chrl.10456097.10656097

rs636291
Total Genes: 32
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Region2, chrl.150558287.150758287

rs17599629
Total Genes: 83
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Region4, chrl1.204418842.204618842

rs4245739
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Region5, chrl.205657824.205857824

rs1775148
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Region6, chr2.10017868.10217868

rs11902236
Total Genes: 21
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Region7, chr2.10610730.10810730

rs9287719
Total Genes: 27
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Region8, chr2.20788265.20988265

rs13385191
Total Genes: 13
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Region9, chr2.43453949.43653949

rs1465618
Total Genes: 19
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Regionl0, chr2.63031731.63401164

rs721048,rs6545977
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Regionll, chr2.85677270.85894297

rs2028898,rs10187424

Total Genes: 37
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Regionl2, chr2.173211553.173411553

rs12621278
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Regionl13, chr2.238287228.238543226

rs7584330,rs2292884
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Regionl4, chr2.242282864.242482864

rs3771570
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Regionl5, chr3.37896477.38096477

rs9311171
Total Genes: 25
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log2(Raw Counts+1)
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Regionl6, chr3.87010674.87341497
rs7629490,rs2660753,rs9284813,rs17181170
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Regionl7, chr3.87367332.87567332

rs2055109
Total Genes: 8
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Regionl8, chr3.113175624.113375624

rs7611694
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Regionl9, chr3.127938373.128138373

rs10934853
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Region20, chr3.141002833.141202833

rs6763931
Total Genes: 14

(T+Sunod mey)zbo|

o1V

TNYX

ERR)

¢ddadl

€dTdlv

IAYO

/4Nd

2vsvd

8€d1497z

Z1dov

79SdsS

CIASTAON S

CYNIFL

¢NLSTO



Region21, chr3.145073788.145273788

rs345013
Total Genes: 5
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Region22, chr3.170030102.170230102

rs10936632
Total Genes: 21
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Region23, chr4.73755253.73955253

rs10009409
Total Genes: 18
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Region24, chr4.74249158.74449158

rs1894292
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Region25, chr4.95414609.95662877

rs12500426,rs17021918

Total Genes: 7

[ee]
—

~
—

©
—

Lo
—

<
—

™
—

11 17 1T 1T 1T 1T T"17
N 4 O ® ®® ~ © I ¥ ™ «§ A O
R R e

(T+Sunod mey)zbo|

OSONN

aTddINg

SNITAd

SASdH

TAVOUVINS

THOLV

¢dido



Region26, chr4.105961534.106161534

rs7679673
Total Genes: 9
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Region27, chr5.1180028.1398733
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Region28, chr5.1795829.1995829

rs12653946
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Region30, chr5.82885739.83085739

rs4466137
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Region31, chr5.115530004.115730004

rs37181
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Region32, chr5.172839426.173039426

rs6869841
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Region33, chr6.11119030.11319030

rs4713266
Total Genes: 20
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Region34, chr6.29973776.30173776

rs7767188
Total Genes: 82
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Region35A, chr6.31018511.31218511

rs130067
Total Genes: 130
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Region35B, chr6.31018511.31218511

rs130067
Total Genes: 130
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Region36A, chr6.32092331.32292331

rs114376585
Total Genes: 129
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Region36B, chr6.32092331.32292331

rs114376585
Total Genes: 129
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Region37A, chr6.32300939.32500939

rs115306967
Total Genes: 127
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Region37B, chr6.32300939.32500939

rs115306967
Total Genes: 127
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Region38, chr6.41436427.41636427

rs1983891
Total Genes: 35
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Region39, chr6.51566631.51766631
Total Genes: 18
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Region40, chr6.76395882.76595882

rs9443189
Total Genes: 8
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Region41, chr6.109185189.109385189

rs2273669
Total Genes: 20

(T+Sunod mey)zbo|

T4SYM

94d9O

¥Old

TaMv

¥¢a197

TIVOIN

¢adiNs

97ldd

¥91Add

d¢91O0ddD

1125430

INS3S

CONIVY

¢¢Z00DNIT

€0X0d

T30V

EXNS

TdZ4dN

TNLSO

€903S



Region42, chr6.117110052.117310052

rs339331
Total Genes: 24

15

14

13

12

(T+Sunod mey)zbo|

T4S€071S

TSNN

J2d09

1a19o0d

1s0d

CT19A

9X4d

V904dd9O

dZ9TINVH

SVYNdM

dsdnz

VyHdSY

Taamd

d9ZiNv4

J9C¢NVH

1eL34d

49¢INv4

3asa

TTAdASL

VI1AdSL

TVO0T10D

TOdS1IN

€dTidL

44



Region43, chr6.153341079.153541079

rs1933488
Total Genes: 9
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Region44, chr6.160481374.160681374

rs651164
Total Genes: 22
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Region45, chr6.160733664.160933664

rs9364554
Total Genes: 22
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Region46, chr7.20894491.21094491

rs12155172
Total Genes: 9
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Region47, chr7.27876563.28076563

rs10486567
Total Genes: 27
=

(T+Sunod mey)zbo|

INdOD

L6¥90S00TD01

TdL

99340

TSV-T14zvrC

Td4zvre

Td9IXVL

HAavdiH

TXA3

dIL1OH

ETVXOH

GSV-VYXOH

TTVXOH

OTVXOH

996 THIN

6VXOH

6VXOH-0TVXOl

LVYXOH

9VXOH

SVXOH

ESV-VYXOH

YVXOH

EVXOH

CVXOH

TINHIVLOH

TVXOH

2dvAIS



Region48, chr7.47337244.47537244

rs56232506
Total Genes: 10
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Region49, chr7.97716327.97916327

rs6465657
Total Genes: 21
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Region50, chr8.23338975.23626463

rs2928679,rs1512268

Total Genes: 29
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Region51, chr8.25792142.25992142

rs11135910
Total Genes: 11
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Region52, chr8.127823720.128723639

22 Risk SNPs

Total Genes: 12
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Region53, chr9.21941998.22141998

rs17694493
Total Genes: 29
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log2(Raw Counts+1)
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Region54, chr9.110056300.110256300

rs817826
Total Genes: 4
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Region55, chr9.124327373.124527373

rs1571801
Total Genes: 35
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Region56, chr10.45982985.46182985

rs76934034
Total Genes: 31
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Region57, chr10.51424971.51649496

rs3123078,rs10993994

Total Genes: 24
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Region58, chr10.104314221.104514221

rs3850699
Total Genes: 52
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Region59, chr10.122744709.123132519

rs2252004,rs11199874

Total Genes: 9
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Region60, chr10.126596872.126796872

rs4962416
Total Genes: 23
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Region61, chr11.2133574.2333574

rs7127900
Total Genes: 54
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Region62, chr11.58815110.59015110

rs1938781
Total Genes: 45
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Region63, chr11.68835419.69095958
rs11228565,rs7931342,rs10896449,rs12418451,rs7130881

Total Genes: 25
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Region64, chr11.102301661.102501661

rs11568818
Total Genes: 21
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Region65, chr11.113707181.113907181

rs11214775
Total Genes: 20
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Region66, chr12.48138757.48519618

rs80130819,rs731236

Total Genes: 49
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Region67, chrl12.49576010.49776010

rs10875943
Total Genes: 65
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Region68, chr12.53173904.53373904

rs902774
Total Genes: 76
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Region69, chr12.79988578.80188578

rs12827748
Total Genes: 8
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Region70, chr12.114585571.114785571

rs1270884
Total Genes: 15
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log2(Raw Counts+1)
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Region71, chrl13.73628139.73828139

rs9600079
Total Genes: 6
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Region72, chr13.103828007.104028007

rs1529276
Total Genes: 13
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Region73, chr14.53272330.53472330

rs8008270
Total Genes: 14
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Region74, chrl14.61022526.61222526

rs7153648
Total Genes: 21
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Region75, chr14.69026744.69226744

rs7141529
Total Genes: 20
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Region76, chrl14.70992256.71192256

rs8014671
Total Genes: 23
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Region77, chr15.46539808.46739808

rs4775302
Total Genes: 11
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Region78, chrl6.71591329.71791329

rs12051443
Total Genes: 32
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Region79, chrl17.518965.718965

rs684232
Total Genes: 34
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Region80, chr17.35974979.36201156
rs11649743,rs4430796,rs7501939

Total Genes: 36
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Region81, chrl7.47245186.47536749

rs11650494
Total Genes: 61
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Region82, chr17.69008753.69208753

rs1859962
Total Genes: 4
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Region83, chr18.76673973.76873973

rs7241993
Total Genes: 10
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Region84, chr19.38635613.38835613

rs8102476
Total Genes: 60

17

16
15
14
13
12
11
10
9
8
7
6
5

(T+Sunod mey)zbo|

aradiNvs
O4NO
TNdd1

611

V8l
a8¢7l
NOAS
TddOON
12\ 6|

1dvd
/L2OoXdd
LTOX4gd
¢TISddN
Zsyvs
699€¥9001
a1aXdN
¢ldIs

INIA
TdNANH
THO3
YSIVOT
[SVASELN
LSTVO
¢TNdVO
YNLOV
=1
THVPdVIN
TdAd
rdd4OSvy
O86INVH
€d3dds
NOO
8dNSd
9d3dS1vO
IMNOMA
€EHO6TO
aT4dIA
¢INIdS
VYv1d1lddd
T4da
ETvdIS
L84AM
8.ETEQ00TOOT
¥SSr790071
€/G4NZ
L094NZ
18.4NZ
0€d4Z
TLS4NZ
0vSdINZ
€EY.0S00TD01
€6.4NZ
04Sd4NZ
69S54NZ
LZS4NZ
TEMH
Z1vy820071
€8€4NZ
998G4NZ
VS894NZ



Region85, chr19.41885587.42085624

rs11672691,rs887391

Total Genes: 70
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Region86A, chr19.51264623.51464623

rs2735839
Total Genes: 109
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Region86B, chr19.51264623.51464623

rs2735839
Total Genes: 109
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Region87A, chr19.54697848.54897848

rs103294
Total Genes: 137
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Region87B, chr19.54697848.54897848

rs103294
Total Genes: 137
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Region88, chr20.49427922.49627922

rs12480328
Total Genes: 22

(T+Sunod mey)zbo|

Y1vs

V6dl1v

V6 TEHIN

¢O1v4N

TONOM

ESOON

Tdd

dNav

¥Svod

49904vd

OS9NVH

SY9dIN

TNd1ld

T1S.¥820071

dd930

68TWINL

AC3aN

TAC3IdN-68TN=

TIVNS

PTTdNY

eVIvdS

8V6I71S



Region89, chr20.60915611.61115611

rs2427345
Total Genes: 49
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Region90, chr20.62262563.62462563

rs6062509
Total Genes: 70
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Region91, chr21.42801421.43001421

rs1041449
Total Genes: 27

T
-} -+ |
o
....... |
pesenes B
poseeeee B
- |
b------ - |
H--- -
pesenee -~
- - +
peseee -~

(T+Sunod mey)zbo|

TV.LEDTS

THdASH

VEHSVYAN

€SSHdNL

7441

¢d41

€441

1908V

8¢THOTZO

T1donN

TSV-56ZdNZ

G6ZdNZ

[4ejor40]

STNAdYd

idid

C¢TTOOONIT

6/.¥00DNI1

TTTOOONIT

¢SSddINL

TXIN

ZXIN

gENV4

¥ovid

¢30vd

LBTEHIN

€CEO00DNIT

ANvOSd



Region92, chr22.19657892.19857892

rs2238776
Total Genes: 53
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Region93, chr22.40336973.40552119

rs11704416,rs9623117

Total Genes: 42
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Region94, chr22.43400212.43618275

rs5759167,rs742134

Total Genes: 37
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Region95, chr23.9714135.9914135

rs2405942
Total Genes: 10
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Region96, chr23.51110057.51341672
rs1327301,rs5945572,rs5945619

Total Genes: 21
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Region97, chr23.52796949.52996949

rs2807031
Total Genes: 31
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rs5919432
Total Genes: 6
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Region99, chr23.70039850.70239850

rs6625711
Total Genes: 37
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Region100, chr23.70307983.70507983

rs4844289
Total Genes: 40
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Supplementary Figure 2 - Regional association plots for each of the genes placed in Group
1

Regional association plots display eQTL results for the target gene listed in the title and
all SNPs in the target gene region. All PC risk-SNPs in the region are listed in the second line of
the title. The x-axis shows the chromosomal position of the SNPs (with expressed genes in the
region displayed below) and the y-axis is the —log10(p-value) obtained by regressing normalized
expression levels for the target gene on the number of minor alleles of each SNP genotype
adjusted for histologic characteristics and 14 expression principal components. The PC risk-SNP
position is indicated by a dotted red vertical line with the eQTL result displayed as a diamond.
Colored points show all Bonferroni significant results with the color defined by LD between the
SNP and the PC risk-SNP (LD r*>0.5 red, between 0.2 — 0.5 green, and <0.2 blue). If the region
contains multiple PC risk-SNPs, the points are colored based on LD with the PC risk-SNP that is
in highest LD with the eQTL peak associated SNP. The eQTL result for this PC risk-SNP is
displayed as diamond, the data points for all of the other PC risk-SNPs are displayed as an open
circle.

The table below the LD plot shows results for the peak-SNP (Result Type = Peak) and
the most upstream and downstream SNPs (Result Type = Flanking) surpassing the Bonferroni
significance threshold (P < 1.96E-07 for primary analysis and P < 3.02E-08 for second stage) as
well as the top result for each PC risk SNP (Result Type = PC Risk) and, if a SNP in LD (r* >
0.5) with the PC risk SNP has a stronger association than the PC risk SNP (i.e., lower p-value),
then the LD SNP with the strongest association is also presented (Result Type = MaxLD).
Finally, if all of these SNPs have a single direction of effect, e.g., all have positive beta

coefficients thus increasing gene expression, and if any Bonferroni significant results were



observed in the opposite direction, then the strongest result among the opposite direction SNPs is

also presented (Result Type = ReverseBeta).



~log10(P)

~
1

T memw—-

1yl 8
0 N -'J!-“:.-;'—L.‘l ha et

; i

205.35

UCSC Genes Based on Reffeq, UniProt, GenBank,

1
\
L]
]
4
h
h
Y
H
Wi

(RS }
1§ A i
"':.I.1|'I !L'*.l'.‘,..r;: ."3
205.53

NUCKS1

rs1775148
L
. L

e

Ve it

— 100

| 1

[o)] Q0

(] o
(AIN/INO) B3y uoleUIqUIOIaY

]
o
o

|
N
o

2057

Postion on chr1 (Mb)

205.87

206.05

CCDS and Comparative Genomics

TMCC2 CDE1S aLc262s HilH
NURKZ H CDE1g —f RABTLL §
KLHDCSA |+ LOC284578 1 SLC41A1 W
MFSD4 HiH PM20D1 [HH
SLO45R3 f LOC284581 FM
* * o . * . ot ¢ s P 50008 &
T O W e v/ T.Ne s‘\'o ’:. ¥ :,’~“:" *
. LY ‘0"W P ( r & 3
.
. ’; * 0’0 . o3, e 4
. A ) 5 PR, 4 .
4 ’ o 33,0
> ’0' ) 0' %7 &
¥4 . S i
P * b4 .l
2 d
*3 .
¢ .
rsiD pos minor major MAF Beta p.value adj.pvalue rs1775148 imputed Result Type
rs11240554 | 205671644 | T C |0.34]|0.027] 1.84e—07 | 0.425 0.627 1 Flanking
rs2014202 | 205735612 | A G 0.38]0.027] 6.73e—08 - 0.773 1 Peak
rs7522056 | 205735891 | A G [0.38]0.027]1.27e-07 | 0.422 0.782 0 Flanking
rs1775148 | 205757824 C T 10.43]0.023]| 1.00e-05 0.632 1.000 1 PC Risk




i
\
)
]
Y
W
h
k)

[
Q —* J:" AR FL

TMCC2 Y
NUaKz #H
KLHDCSA fe

¢ i
} la .al :

I
o !
LA

“

g Y

L

Il

w
Hataly Vot
1

205.57

o &

&>
.
$

¢

” o
*
)

i

oo

4
s

O.¢ .g

1
oY

L-La-_._.Lr_L.__ IS s

RAB7L1
rs1775148

[
$ -

L ]
.
VoA

o‘_o{*i‘ ‘Q?- _._ -

> 9____5_._

T
HP

> ol 2
e W=

*

.
L

-

205.74
Postion on chr1 (Mb)

GenBank,

SRR e o
i

o
3

i

20591

2Lc26n0 M

UCSC denes Based on RefsSeq, UniProt,
CDK18 NUCKS1 e
cDE1s REBTLL §
LOC284578 1 SLC4121 M

MFSD4 HiH PM2

SLC45A3 e

001 HH

LOC284581 MM

CCDS and Comparative Genomics
Clorfleddf

— 100

| |
(o] Q0
[en] (e ]
(dIN/IND) ey UoleUIqWOdaY

|
n
o

|
N
o

rsiD pos minor major MAF Beta p.value adj.pvalue rs1775148 imputed Result Type
rs3761916 | 205630893 | G A |0.29]-0123]2.14e-12| 9.33e-02 0.287 0 Flanking
rs708723 | 205739266 | C T |0.49]-0193] 3.29e-41 - 0.678 0 Peak
rs1775148 | 205757824 | C T |043]-0196]1.49e-39 | 2.33e-05 1.000 1 PC Risk
rs7415921 | 205910883 | G T |046] 0.087 | 2.77e-08 | 8.20e-01 <0.2 0 Flanking




NOL10
rs9287719, rs11902236

(AIN/INO) @)y uoheUIqUIoDSY

: e ~ 100
i :
25 : R
1 ! rJ -
| e 80
| | .
1 ! ]
20 ! ' g0 !
! |
. ' : ‘ot — 60
— : : *
215 = ! : D S
o ! i
S E : ge et
| T g o
10 - | | by
E : ! ﬁt‘ oo M : " :
n )
' :: H : 5 ! ” Q : : " ! ' I
oo V! . b vy o
54 o0y o E oy Pl 20
y n I ' b Vol 1 F Sy i Ly
" iy w! { Ll podc ' ! o \ H 5
;Y ta y' b bt IS ' ! ! gl ’, N
LR ST T wi 4 3 oh peen g ik h o M g ! il A
i :',:\ I Ii:: | }n g ¢ :: . ,';.'::."fa. 54, A Y- 'J'l" :,’,} it ! ,':, 1 . E. i
o —=i R v - L\p'@.’-".'—";,n:f:_{l Ty b ! ':".'»'.L'_JI.;L;-.:[ s "‘."I'.- b ek I‘.._ i AT I 0
10 10.38 10.77 11.16 11.54
Postion on chr2 (Mb)
UCSC Genes Based on Reffeq, UniProt, GenBank, CCDS and Comparative Genomics
CP3F3 | TAF1E [HH HPCAL1 = pp12s B PoLes W GREBL HHiHE
h:Azall | GRHLL b opcl | ROCKZ Hiflfede LPIN1 penifh
AD2M17 HH KLF11 | SNORASOB | E2Fs W
YWHED cvsl | NOL10 i

REM2 | ATPsV1C2 Hl

Hou + REN /.\ . s%, =y . .‘»
L & ’ + .
: e ”\ .
rsID pos minor major MAF Beta  p.wvalue adj.pvalue rs11902236 rs9287719 imputed Result Type
rs7581701 | 10093908 T C |0.42]| 0.005]3.91e-01 0.413 0.520 <0.2 0 MaxLD
r511902236 | 10117868 T C 10.28|-0.003|6.70e-01 0.918 1.000 <0.2 0 PC Risk
rs3929613 | 10694242 | A G |0.40] 0.052]|2.17e-15 0.703 <Q.2 0.551 1 Flanking
rs9287719 | 10710730 C T 10.48]|-0.053]5.32e-19 0.958 <(.2 1.000 1 PC Risk
rs7567304 | 10790029 T C |0.42] 0.067 | 3.70e-29 - <0.2 0.629 1 Peak
rs4669615 | 10878511 T G [0.21]|-0.045|1.57e-08 01583 <0.2 <0.2 0 Flanking




C2orf43

rs13385191
50 :
i
.
40 — !
! )
0&30 - ] . o
o H r %
~— : t| . *
2 3 I T 3 .
gs! y Do
| Y 1 :
20 7 § Ly
::: ! :‘L'
: I"l [} , : !
H " P e |
v :'I r [T L I :
10 — : 'a:: ? on a8 )
) by W ! | ¢ !
H Phy A v 1heee® Ig et ! |
" ' Loy i il | e }
" N Y w ot | 0t |
1y wor MRy e e 1 wotAy ! a
s L olaed sl ISR ety 1, o e : e i
O 1 -;'4\"',-.'-,‘4, vl ,:'.ﬂ-* L7 E i, ."!.Alr""__-..",' =udlt JI“-ML‘;*MLTM.h‘- St oo
2057 20.76 2095 21.14 21.33
Postion on chr2 (Mb)
UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
DO b RHOB | H21BD3 Hefll 2roE N
PUMZ  HH-hi4H GDF7 |
C2orf43 Heerdeeddede
N + A4 \. .
" e Y% od
AN et DAN /
. 0t ¢ *
L 2S¢ . v
LN \ N ¢
* >¢ *
‘ * *
*
. .
3ot *
§' L4 T
* 1 ’ «
et 0~
0‘ \ 0‘ ,
& N
N WL,
N\ <
o
*
[N *
S
rsiD pos minor major MAF Beta p.value adjpvalue rs13385191 imputed Result Type
rs72784331 | 20877436 A C |0.14] 0223 | 5.95e-14 | 1.32e-09 <0.2 0 Flanking
rs10182643 | 20884586 | C G |0.24]|-0.364 | 1.54e-53 - 0.992 1 Peak
rs13385191 | 20888265 | G A 10.24|-0.363| 2.84e-53 | 9.08e-01 1.000 1 PC Risk
rs12476956 | 21049129 | T C 10.43| 0.130 | 4.87e-09 | 9.80e-01 <0.2 1 Flanking

100

()] Q0
o o
(AN/INR) 1By UOoIBUIqUIODDY

N
o

N
o



GGCX
rs2028898, rs10187424

~log10(P)

8 1 — 100
L 10
LI
V) - 80 U
. o
6 0 8
Ve 3
Ver =3
L — 60 3
- o
4 - 0 =
b 2
! - &
Al LI} ~
] 1 [e]
\ o =
2 ' o =
. s Y H - o0 O
: ] :: @' :I |'l' =
v n i " L
v 9 3y f " w il ¥
N Bood gl Iy o 4 1 ¥
et AVENEGY |,._l ' |: o r |.lI |
LR SO RS U A PO A SRR ARG £ L I ] 1 SRS 0
85.44 85.61 85.78 85.95 86.12
Postion on chr2 (Mb)
UCsSC Genes Based on Reffeq, UniProt, GenBank, CCDS and Comparative Genomics
KCMF1 K TEOLN2 § LOCL100630918 | GNLY | LOCo0784 1
I e ] MAT22 § ATOHS H POLRLA HEIE
RETSAT W LOC284950 H
ELMOD3 ik VAMPE | ST3CGALS Hede]
CAPG |- vaMPs H
RNF121 |
TMEM1502 |
c2orfes i
LRI T .
*
rsiD pos minor major MAF Beta p.value adjpvalue rs2028898 rs10187424 imputed Result Type
rs6735152 | 85754450 (o] A ]0.41]0.040| 8.76e-07 0.7092 0.513 0.964 1 MaxLD
rs6731005 | 85760395 T C ]0.45]0.045] 2.47e-08 0.7690 0.444 0.836 1 Flanking
rs2028895 | 85777270 A G 10.27]0.020] 3.06e-02 0.0284 1.000 0.536 1 PC Risk
rs6738645 | 85783128 G T ]0.45]0.045] 2.20e-08 - 0.461 0.855 1 Peak
rs10187424 | 85794297 | C T ]0.41]0.040] 9.24e-07 0.5112 0.536 1.000 0 PC Risk
rs55971080 | 85812746 C T 0.45]0.044] 4.08e-08 0.8761 0.454 0.836 1 Flanking




35

cloglo®)
(@] (=) ()] ()

—_
o

MLPH
rs7584330, rs2292884

Postion on chr2 (Mb)

UCSC Genes Based on Reffeqg, UniProt, GenBank, CCDS and Comparative Gencmics
COPSs H

COL6A3 HillMH— RAB17 | REMa4 il

MLEH Hebbbil RAMP1 bebsr]

LRRFIP1 b4t UBE2F i
\"-—‘.‘—\_\_

. ~ 100
QO:I.Q E
. :
%
L L — 80 0
L & @
oo ’t 3
Lo 3
I o
p ! - 603
) 1 [] 6
I . S
ae : g
3.3. S - 40 T
1 [] _—
! o
e vk : =
1e® e “ .': . §
I :'..b P e o ! ' - 20=
; vna oL ; 5o
0 E::i R PR I oamon
Y ] ) e i P W "'l‘I ! '
53 SR T T LRI T 20 T I
238.25 238.43 238.61 238.79

rslD pos minor major MAF Beta p.value adjpvalue rs7584330 rs2292884 imputed Result Type
rs57027839 | 238337593 G A |0.07]|-0.159] 2.80e-08 | 0.05746 <0.2 <0.2 0 Flanking
rs7584330 | 238387228 | G A ]0.28|-0.188] 8.10e-35| 0.50733 1.000 0.690 0 PC Risk
rs58057291 | 238395479 | A T 0.25|-0.203] 2.22e-38 - 0.890 0.736 1 Peak
rs2292884 | 238443226 | G A |0.27|-0.167 | 2.24e-28 | 0.80923 0.690 1.000 0 PC Risk
rs867306 238454154 A C |(0.15]-0.131| 4.66e-11| 0.00982 0.402 0.432 0 Flanking




CHMP2B
rs7629490, rs2055109, rs2660753, rs9284813, rs17181170

D e : — 100
Lo e :
10 A E
IS s - 802
8 — N S : 5
L el ! 3
e ! o
T AR 5 - 60g
=6 - A : =
S L e e 5
8 S s g
' et : — 40 &
I : S
10 e i =
I : | 05
2 — Labe b3 7o B =
[ & 2 ! (I ' ]
SIS T .
' ' 1 Sl ) e | .
Y : Rt amry f 1]
LA o 9 ] o [ Wity
0 _LL__AA_A.__‘_A_L.I.'J.._“J_‘._I_LAJ.L'IL_: b} (R { i .HLJI:.I_ et a\_d.‘u‘.lz-.'_:_____.._;_-__u_ 0
86.95 87.12 87.29 87.46 87.63

Postion on chr3 (Mb)

UCSC Genes Based on Reffeq, UniProt, GenBank, CCDS and Comparative Genomics

VELLY meeH

’\v\’v ’ 2 2 3P ” V/'\'

* * e
\ ’ L. s 0'. .
. ., /,{ & \‘\
4
- S
* r's p4
.
+
rsiD pos minor major MAF Beta  p.value adj.pvalue rs2660753 rs9284813 rs17181170 rs7629490 rs2055109 imputed Result Type
rs2575748 |87109709| G A |0.17] 0.026 |9.99e-03| 0.0240 0614 0.569 <0.2 <0.2 <0.2 1 MaxLD
152660753 | 87110674 T C |0.11] 0.040|7.03e=04| 0.0463 1.000 0.243 <0.2 <0.2 <0.2 0 PC Risk
rs1436642 | 87118806 T C 10.11] 0.041]5.95¢-04| 0.0468 0.992 0.247 <0.2 <0.2 <0.2 1 MaxLD
rs1865866 |87119543| A G |0.11] 0.041]595e-04| 0.0468 0.992 0.247 <(.2 <0.2 <(.2 0 MaxLD
rs9284813 | 87152169 G A 10.14] 0.013]2.16e-01]| 0.4088 0.243 1.000 <0.2 <0.2 <0.2 0 PC Risk
rs7642887 | 87172632 C T |0.49]|-0.044]5.55e-09| 0.6900 <0.2 <0.2 1.000 0.204 <(.2 1 Flanking
rs17181170 | 87173324 A G |0.49|-0.044]5.80e-09| 0.7005 <0.2 <0.2 1.000 0.204 <0.2 0 PC Risk
rs9856752 |871983838| A G |0.45] 0.051]1.52e-11 - <0.2 <0.2 0.702 0.347 <0.2 1 Peak
157629490 | 87241497 | T C |0.36] 0.025]1.01e-03| 0.4748 <0.2 <0.2 0.204 1.000 <0.2 0 PC Risk
rs17024046 | 87263497 | T C 10.37| 0.042]2.02e-08| 0.1583 <0.2 <0.2 0.324 0.714 <(.2 0 MaxLD
rs11127975 87311731 C T |0.40| 0.042]2.88e-08| 0.3773 <(.2 <0.2 0.371 <0.2 <0.2 1 Flanking
rs2055109 | 87467332 G A 10.25|-0.005]6.03e-01| 0.7888 <0.2 <0.2 <0.2 <0.2 1.000 0 PC Risk
rs9840394 |87582728| T G |0.30|-0.018]3.44e-02| 0.4246 <0.2 <0.2 <0.2 <0.2 0611 0 MaxLD
rs9858431 | 87583001 A G |0.30|-0.018]|3.44e-02| 0.4246 <0.2 <0.2 <0.2 <0.2 0611 1 MaxLD




BMPR1B
rs12500426, rs17021918

“ — 100
[} I'
I“
20 o8
\ .‘ — 80 0
D 1 ' D
1 e O
3 R I g
' ' )
5 S ! )
] . ] | 5
o L : : I 03
— .o i | o
Q ' ' | H
: e : - :
ke ¢ e : ! ! &
10 EEK ) r b . - 40 7
ry f \ ) ! i
v e : . i i i)
Py ] 1 o ! ] 1 1
o0 igepe, } T A =
| P ] I [ 1 ] g
] 1 1 ; ] i I I ]
S b e N e b - 202
Lok o } ' f o TR
5 RN ; i B TR B &
| ! A \ . \ ] p X wt Ve
DA RN G ; L s vy
T 1 ' i 1]
0 _i_.!—al_azl':LL;sz’h n.u;.:.l;"".u.;“i!-',',-r_:l'!-.\,LL»:',..._JL‘.TAM‘.-_.JE“J- ’L,.scl:".i".-ga,_.u‘-',-.-:'_.l"fflhkJ‘lli'-'s;,l“l — 0
9541 95.65 05.88 96.11 96.35
Postion on chr4 (Mb)
UCSC Genes Based on Reffeq, UniProt, GenBank, CCDS and Comparative Genomics
SMARCAD1 HB) BMER1E bl
HEGDS He<= UNC5C iefieie-e—e ettt
DDLIMS iH-sasmriitr b
. v s EXOLN v * by 7
% "b:‘\..t‘.;';‘:‘{f\\.\‘:{///:":: .:‘ ) : \’ \
RN SO i N
LN L . & N
AN SR : c N
¥ . . PR N,
e el 1
rsiD pos minor major MAF Beta  p.value adj.pvalue rs12500426 rs17021918 imputed Result Type
rs2438140 | 95407821 C T 10.49]|-0.109]|2.75e-09 | 5.98e-01 0.240 <0.2 0 Flanking
rs2452597 | 95493246 | G A 10.28] 0.144 | 1.35e-12| 2.09e-02 0.354 0713 1 MaxLD
rs12639887 | 95505975 T C 10.43]-0.182]1.38e-24 - 0.769 0.319 0 Peak
rs12500426 | 95514609 | A C |0.47]-0178]6.19e-23 | 7.59e-02 1.000 <0.2 1 PC Risk
rs17021918 | 95562877 | T C 10.33] 0.120 | 6.36e—10| 2.83e-01 <0.2 1.000 1 PC Risk
rs7693093 | 96093552 | T C |0.44] 0116 | 505e—09 | 1.85e-08 <0.2 <0.2 1 Flanking




IRX4
rs2242652, rs7 725218, rs2853676, rs13190087, rs12653946

100 — n . — 100
" i
in 1
80 — 80 o
::: 3 %
u 8
] $ 3
" : &
— " ! = >
%0 y : : 05
S n : : ' o
‘a m 1 ' '
g 1 : : ; ! &
40 m : i ' ! 403
m ' 1 i ) —
0 ’ il b ! H o)
M [} 1! o ! I g
" ’ ! " ! ' ! =
} ' Ry N =
20 - n I el F20=
' coaiom :' w ! “: HERI A
" ' L wloon o i'. nofde
l: N I |I|: Y, "'|I | :'I ! un ::::: |'|= |=
» (L ML) Yy L‘ I 1 I
0 _,Ll_!“_"!.l‘:_’l\n - oo .u:i,,'; :9],1:: A 0| ml‘J. L'.j- il :ct"ur\tﬂli:‘i_ 0
} ]
1.15 . 2.25 2.61
Postion on chr5 (Mb)
UCSC Genes Based on Reffeq, UniProt, GenBank, CCDS and Comparative Genomics
TDHHC11 Hl cLpTMiL MRPL36 | IRxZ2 |
ERDS LPCRTL HiH CBorfig |
TRIP13 N SDHAP3 §
LOCL0050E648 | 2DHAPZ |
NED2 H LOC728613
sLc1z2a7 HH NDUFse H
aLCsa1s (B
rsiD pos  minor major MAF Beta  p.value  adj.pvalue rs2242652 rs7725218 rs2853676 rs13190087 rs12653946 imputed Result Type
rs2242652 1280028 A G |017]-0.033] 7.23e-01 | 5.37e-01 1.000 0.364 <0.2 <0.2 <0.2 1 PC Risk
rs4975538 |1280830| C G |0.35]|-0.048] 5.08e—01 | 8.44e-01 0.373 0.668 <0.2 <0.2 <0.2 1 MaxLD
rs7725218 |1282414| A G |0.32]|-0.014] 8.48e-01 | 8.62e-01 0.364 1.000 <0.2 <0.2 <0.2 0] PC Risk
rs2853676 |1288547| T C |0.24]-0.036] 6.45e-01 | 9.80e-01 <0.2 <0.2 1.000 <0.2 <0.2 0 PC Risk
rs13190087 |1298733| C A |0.04]|-0317]| 7.44e-02 | 1.51e-01 <0.2 <0.2 <0.2 1.000 <0.2 1 PC Risk
rs263202 |1872594| A G |013] 0.562| 2.06e—-08 | 1.09e-02 <0.2 <0.2 <0.2 <0.2 <Q.2 1 Flanking
rs12655062 | 1890877 A G |0.34]|-1.177] 4.00e—100 - <0.2 <0.2 <0.2 <0.2 0.566 o] Peak
rs12653946 | 1895829 T C 10.42]|-1.020] 1.88e-74 | 1.35e-09 <0.2 <0.2 <0.2 <0.2 1.000 0] PC Risk
rs113339853 | 2056345| A G |0.09|-0.680] 2.18e-08 | 6.40e-06 <0.2 <0.2 <0.2 <0.2 <0.2 0 Flanking
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UCsSC Genes Based on Reffeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsID pos minor majer MAF Beta p.value adj.pvalue rs1983891 imputed Result Type
r$12203518 | 41510281 [} G |025]|-0.069| 5.45e-10| 0.0803 0.873 1 Flanking
rs9296365 | 41535379 | G A ]024]-0.082]1.44e-13 - 1.000 1 Peak
rs1983891 | 41536427 | T C |0.24]-0.082]1.45e-13| 0.9249 1.000 1 PC Risk
rs3800285 | 41558443 | G A |0.28]-0.057| 9.10e-08 0.5740 0.605 1 Flanking
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UCSC Genes Based on Reffeg, UniProt, GenBank,
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FILIP1 freesteceteteees

rsiD pos minor major MAF Beta p.value adj.pvalue rs9443189 imputed Result Type
rs11752498 | 76199880 | T A |0.48|-0.056| 1.88e—-08 | 0.000377 <02 1 Flanking
rs9443189 | 76495882 | G A |0.16| 0.093 | 1.84e-11| 0.906406 1.000 1 PC Risk
rs3798439 | 76566734 | T G |0.15] 0.094 | 1.23e-11 - 0.968 1 Peak
rs699186 | 76625079 | C T |0.37|-0.056|2.16e-08 | 0.000533 <0.2 0 Flanking
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UCsC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adjpvalue rs2273669 imputed Result Type
rs12193858 | 109277908 | T A |0.12|0.204] 1.71e-23 0.833 0.742 1 Flanking
rs2273669 | 109285189 | G A |0.16|0.157] 3.45e—-17 0.234 1.000 0 PC Risk
rs112871784 | 109362245 | T C |0.13]0.202] 1.89¢-25 - 0.774 1 Peak
rs59358669 | 109500192 | A G |0.11]0.199] 1.10e-20 0.953 0.594 1 Flanking
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rsiD pos minor major MAF Beta pvalue adj.pvalue rs1933488 imputed Result Type
rs7774354 153352474 C A |012]|-0.684| 6.14e-26 | 4.96e-02 <0.2 0 Flanking

rs1281962 | 153431376 | G C |0.45] 0587 | 3.11e-50 | 1.93e-08 0.640 1 ReverseBeta
rs113645266 | 153437735 | C T 10.32|-0.837| 4.40e-109 - 0.635 1 Peak
rs1933488 | 153441079 | G A 10.44|-0.738] 2.62e-93 | 2.55¢-18 1.000 0 PC Risk
rs315408 153549673 A G |0.14]|-0.378| 2.88e-09 | 3.88e-01 <0.2 0 Flanking
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rsiD pos minor major MAF Beta p.value adj.pvalue rs6465657 imputed Result Type
rs847577 | 97694858 | A T |0.39]0.057] 6.08e-10 - 0.677 1 Peak
rs6465657 | 97816327 [ C T |0.47[0.045]| 7.56e-08| 0621 1.000 0 PC Risk
rs2132276 | 97826340 | G A |0.47[0.045[558e-08| 0559 0.991 1 Flanking
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CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs6465657 imputed Result Type
rs1180776 | 97636476 | A G |0.42]|-0.175] 1.02e-08 0.435 0.442 1 Flanking
rs6958572 | 97789351 | A G |0.48] 0.239 ] 3.52e—-16 - 0.946 0 Peak
rs6465657 | 97816327 | C T |[0.47] 0.236 | 5.08¢-16 0.431 1.000 0 PC Risk
rs11496115 | 98037034 | A G |0.49]-0177]1.15e-08 0.623 0.422 1 Flanking
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rsiD POS  minor major MAF Beta  p.value adj.pvalue rs3123078 rs10993894 imputed Result Type
chr10:51465650 | 514656850 | C T 10.46]|-0.172]250e-09 | 2.33e-01 0.432 0.383 1 Flanking
rs3123078 51524571 [o% T 10.48]|-0.190]1.81e-15] 8.25e-07 1.000 0.788 1] PC Risk
rs10763536 51535801 A G |0.43] 0189 |1.74e-14 | 2.86e-06 0935 0.752 1 ReverseBeta
rs10993994 51549486 | T C |0.42|-0.273] 4.06e-32 - 0.788 1.000 0 Peak
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Postion on chr10 (Mb)
UCsC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsID pos minor major MAF Beta  p.value adjpvalue rs3123078 rs10993994 imputed Result Type
rs79489567 | 51461808 | A G [o.09] 0.340 [ 154e-10| 0.0541 <0.2 <0.2 1 Flanking
rs3123078 | 51524971 | C T |o.48| 0307 |1.06e-59 | 0.3452 1.000 0.788 0 PC Risk
rs10763536 | 51535801 | A G |0.48]-0309|274e-56 | 0.3898 0.935 0.752 1 ReverseBeta
rs10993994 | 51540496 [ T Cc [0.42] 0.344 [ 6.83e-80 - 0.788 1.000 0 Peak
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CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value  adj.pvalue rs4962416 imputed Result Type
535186116 126582160 G A 0.27| 0.108]|5.10e-18 | 0.66191 0.482 1 Flanking
rs4962720 126696840 | T G ]0.27] 0.137 | 1.19e-35| 0.55803 1.000 0 Peak
rs4962416 126696872 | C T ]0.27] 0.137 | 1.19e-35 - 1.000 0 Peak
rs4109292 126710654 | A G ]0.51]|-0.099] 1.25e-21| 0.00212 0.373 1 ReverseBeta
kgp21878233 | 126738637 C A |0.37]| 0.094 |8.17e-19 | 0.37272 0.519 1 Flanking
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rslD pos minor major MAF Beta p.wvalue adjpvalue rs7127900 imputed Result Type
rs146569428 | 2199686 | A G |0.25]0.165| 3.52¢-08 0.650 0.612 1 Flanking
rs12419367 | 2217280 A G [0.25]0.192| 1.07e-10 - 0.718 0 Peak
rs7127900 |[2233574| A G |0.23]0.180| 7.26e-09 0.519 1.000 0 PC Risk
rs10840606 | 2234680 | G A ]0.21]0.197] 3.93e-10 0.263 0.872 0 Flanking
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CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs11568818 imputed Result Type
rs12285347 | 102396607 | C T |0.46]|-0564]2.52e-19| 7.72e-01 0.997 0 Flanking
rs11568818 | 102401661 C T |0.46]|-0568]1.70e-19 - 1.000 0 Peak
rs1940054 | 102449951 A C |0.47| 0.409 | 4.85e-12| 8.04e-13 <0.2 1 Flanking
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UCsSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.wvalue adj.pvalue rs731236 rs80130819 imputed Result Type
rs731236 | 48238757 | G A |0.39]0.078| 3.90e-01 0.5148 1.000 <0.2 0 PC Risk
rs7968852 | 48259741 | A G |0.47]|0.247| 7.40e-03| 0.0313 0.533 <0.2 1 MaxLD
rs4760607 | 48365265 | G T 10.07|0.955|1.17e-07 | 0.6508 <0.2 0.633 0 Flanking
rs80130819 | 48419618 | C A 10.07|1.176| 6.73e-11| 0.4487 <0.2 1.000 1 PC Risk
rs2087343 | 48675783 | G A |0.07]|1.178| 5.62e-11 - <0.2 0.927 0 Peak
rs2450995 | 48719172 T C 10.08|1.072] 3.86e-10 0.5567 <0.2 0.787 1 Flanking
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UCsSC Genes Based on Reffeq, UniProt, GenBank, CCDS and Comparative Genomics

KRTeR | KrRT1 | IEFRPS | MFSDS | PRR1Z |
KRTS |} KRT4 |} EIF4E HiMh ITee7 B 2Pl
KRT1% | 20AT2 HH E2PL1
LOC283335 H RARG Hi

TENCL H PFDNS |
SPRYD2 H Cl2orfl0 H

CcshD HH

ZNF740

I
o))
o

(An/NR) ey uoneuIqUIcddY

*
*e o
P +
4 .
*
*
*
rsiD pos minor major MAF Beta p.value  adjpvalue rs902774 imputed Result Type
rs58017462 | 53256863 A G |0.09]-0.135| 4.07e-09 | 0.085228 0.482 1 Flanking
rs73106451 | 53266739 | A C ]0.14|-0.119| 1.06e-10 - 0.782 1 Peak
rs902774 53273904 | A G |0.17]-0.098| 2.78e-08 | 0.769273 1.000 0 PC Risk
rs4919703 | 53297594 | C G |0.368] 0.075| 2.41e-08 | 0.000142 <0.2 1 ReverseBeta
rs117412892 | 53333308 A G |0.15]-0.109| 2.65e-08 | 0.856988 0.559 1 Flanking
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rsiD pos minor major MAF Beta p.value adj.pvalue rs902774 imputed Result Type
rs73106451 | 53266739 | A C |0.14]|-0.066] 8.42e-08 | 0.0268 0.782 1 Flanking
rs902774 | 53273904 | A G |0.17]|-0.059]6.04e-07 | 0.1816 1.000 0 PC Risk
rs12302939 | 53335216 | G C |0.22|-0.058] 3.21e-08 - 0.547 1 Peak
rs11170341 | 53335563 C T |0.22]-0.056|5.01e-08 0.3290 0.53%9 0 Flanking
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UCSC Genes Based on Reffeq, UniProt, GenBank, (CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adjpvalue rs1270884 imputed Result Type
rs2555013 | 114678318 | C T |0.48]0.180| 1.68e-07 0.528 0.981 1 Flanking
rs1270884 | 114685571 | G A |0.48]0.183] 9.68¢-08 0.880 1.000 1 PC Risk
rs2555004 | 114686645 | A G |0.48]0.182] 9.38e-08 B 1.000 0 Peak
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Postion on chr14 (Mb)

UCSC Genes Based on RefSeq,
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rsiD pos minor major MAF Beta p.value adj.pvalue rs7153648 imputed Result Type
rs216501 50640388 | T C |013]|-0346] 2.63e-08| 0.0615 <0.2 0 Flanking
rs10144415 | 61112667 | G C ]0.10]|-0.792] 5.30e-33 - 0.778 1 Peak
rs7153648 | 61122526 | C G |0.09]|-0783]|2.45e-28| 0.3088 1.000 1 PC Risk
rs8004224 | 61349255 | A C |0.03]-0.720]|8.16e-09| 0.9517 0.309 1 Flanking
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UCSC Genes Based on RefSeqg, UniProt, GenBank,
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CCDE and Comparative Genomics

RER fle-eHeiideedieed

rsiD POS  minor major MAF Beta p.value adj.pvalue rs684232 imputed Result Type
rs182175045 | 276230 T G |0.03] 0.140 | 1.24e-08 | 3.38e-08 <0.2 1 Flanking
rs684232 618965 C T |0.39]|-0.100]1.92e-35| 6.48¢-01 1.000 0 PC Risk
rs437948 623356 G C |040]-0.103]1.04e-37 - 0.914 1 Peak
rs2273454 |685640| T G |022]-0.089|1.42e—-12| 5.03e-01 0.302 0 Flanking




rs684232
- L )
60 ’.‘
)
¢
] °
50 o
®s0 <
N
.40 «®!
o o
b )
2 U
230 Sty
$ c gl
]
* W K ;
"' *, . i ]
20 1 * ®s o ,“ 1 >
L P ) . ) Il
- . :. ‘1 ; |:
: xzr e L
10 = n : ~. n?... [] 1 ; (A
7y n ©e 8 1 H H [
[~ i : o e
Vol ! 2 0 it 1% :l :" ooy
0 - I'—--"'\r'-'--_"““J' "I'-)-I"""'h'—‘-_' 5 ST -nl’ ¥
0.3 0.47 0.64 0.81
Postion on chr17 (Mb)
UCSC Genes Based on RefSeq, UniProt, GenBank,
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rsiD pos  minor major MAF Beta p.value adj.pvalue rs684232 imputed Result Type
rs4968072 |451732| G A ]0.35|-0.112] 1.38e-08 | 4.56e-01 <0.2 1 Flanking
rs684232 |[618965| C T 10.39|-0.240] 8.16e-65 | 6.84e-03 1.000 0 PC Risk
rs461251 [619162| G A 10.41]|-0.240] 3.22e-65 - 0.917 1 Peak
rs72810267 | 698814 A G [0.25]| 0.166 | 3.09e-16| 1.35e-08 <0.2 1 Flanking
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Postion on chr17 (Mb)
UCsSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos  minor major MAF Beta p.value adj.pvalue rs684232 imputed Result Type
rs4968165 | 470314 | A C |0.18|-0.070]|5.08e-09| 0.2438 0.365 1 Flanking
rs2474694 | 618039 A G 0.39]|-0.111] 1.8%e-32 - 1.000 1 Peak
rs2955626 | 618100 C G 0.49] 0.094 | 4.31e-25| 0.0337 0.636 1 ReverseBeta
rs684232 |618%65| C T 10.39]|-0.111] 2.57e-32 0.3981 1.000 0 PC Risk
rs2273454 | 685640 T G 0.22]|-0.075] 2.57e-11 0.6763 0.302 0 Flanking




HNF1B
rs11649743, rs4430796, rs7501939
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Postion on chr17 (Mb)
UCSC Geneg Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
ACACE |KCeH-H e e eeete—] DDXE2 HEH LOCZ284100 HeeH MRPL45 H
TEDR2A Hihl LOC4A40434 Heee BRHGRPZ23 b
DUSP14 arr179 M
SYNRG A socs7 Hhra
ot @ V * o te LA 4
% e y
* *
.
L 4
*
.
rsiD pos minor major MAF Beta pvalue adjpvalue rs11649743 rs4430796 rs7501939 imputed Result Type
rs11649743 | 36074979 | A G |0.21|-0.084]1.77e-03 | 0.000774 1.000 <0.2 <0.2 0 PC Risk
rs7223387 | 36082473 G T |0.28]|-0.079|1.22e-03 | 0.005402 0.633 <0.2 <0.2 0 MaxLD
rs2005705 | 36096300 A G |0.41]1-0.131]1.61e-09 | 0.120599 <0.2 0.808 0.519 1 Flanking
rs4430796 | 36098040 | G A ]0.43]-0.154]7.18e-13 | 0.014737 <0.2 1.000 0.669 0 PC Risk
rs7501939 | 36101156 | T C 0.35|-0.131]2.78e-08 | 0.164378 <0.2 0.669 1.000 0 PC Risk
rs11263763 | 36103565 | G A ]0.43|-0.162]1.42e-13 | 0.015050 <0.2 0.892 0.706 1 MaxLD
rs12453443 | 36104121 G C |0.46]| 0.168 | 3.55e-14 - <0.2 0.530 0.420 1 Peak
rs67143603 | 36108231 C T 0.37] 0154 | 8.74e—11 | 0.124766 <0.2 0.268 0.222 1 Flanking
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Postion on chr19 (Mb)

UCsC Genes Based on Reffeq, UniProt, GenBank, CCD3 and Comparative Genomics
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rsiD pos minor mMajor MAF B"gta “-. pvalue adj.pvalue rs8102476 imputed Result Type
rs12978169 | 38715814 | A G |o27]-0148] 6 34e-09 0.457 <0.2 1 Flanking
rs4803899 | 38727640 | A T |049] 0328 2.52e-58 0.218 0.588 1 ReverseBeta
rs§102476 | 38735613 | T C |0.43|-0372] 4.05¢-90 0.928 1.000 0 PC Risk
rs12976534 | 38743962 | G A |0.47[-0.400] 5.85e-114 0.688 0.858 0 Peak
rs12610267 | 38744733 | G A |0.47|-0.400]| 5.85e-114 - 0.855 0 Peak
rs7258574 | 38956176 | A G |0.35|-0.142] 1.52e-08 0.938 <0.2 1 Flanking
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Postion on chr19 (Mb)
UcsSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta pvalue adj.pvalue rs11672691 rs887391 imputed Result Type
rs2316973 | 41953928 | G T |0.05]-0.271]3.49e-09 | 0.00187 <0.2 <0.2 0 Flanking
rs11672691 | 41985587 | A G |0.25]-0.173| 2.86e-14 | 0.76263 1.000 0.860 0 PC Risk
rs887391 | 41985624 | C T [0.22]-0.150] 3.46e-10 | 0.46068 0.860 1.000 1 PC Risk
rs2191139 | 42001210 | T C 10.23]-0.198] 3.64e-17 - 0.804 0.667 0 Peak
rs731055 | 42096416 C T |0.17]-0.166]1.68e-09 | 087113 0.3582 0.284 1 Flanking
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Postion on chr20 (Mb)
UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Ceomparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs6062509 imputed Result Type
rs3761124 | 62288752 | T C 10.24]|-0.039| 5.04e-08 0.794 0.539 0 Flanking
rs6062509 | 62362563 | G T 10.31]-0.033| 1.70e-06 0.294 1.000 1 PC Risk

rs2253829 | 62373079 | C G 10.25|-0.045] 5.46e-10 - 0.736 1 Peak
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Postion on chr20 (Mb)
UCSC Genes Based cn RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs6062509 imputed Result Type
rs6062497 | 62336258 | C T 0.32]0.081| 3.61e-08 0.770 0.934 1 Flanking
rs6011058 | 62356627 | C T 10.31]0.086| 7.01¢-08 - 0.984 0 Peak
rs6082508 | 62362563 | G T 10.31]0.084| 1.28e-08 0.507 1.000 1 PC Risk
rs4809221 | 62372706 | G A 10.31]0.083] 2.17e—08 0.344 0.996 1 Flanking
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Postion on chrX (Mb)

UCSC Genes Based on Reffeqg, UniProt, GenBank, CCDS and Comparative Gencmics
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rsiD pos minor majer MAF Beta p.value adj.pvalue rs2405942 imputed Result Type
rs111660911 | 9754135 C A |017]-0.127] 1.51e-11| 1.19e—14 <0.2 1 Flanking
rs4830661 | 9807693 | A G |0.27| 0.170 | 7.39e-33 - 0.767 0 Peak
rs2405942 | 9814135 G A |0.23]| 0.154 | 2.50e-23 | 7.80e-01 1.000 0 PC Risk
rs5934705 | 9821399 T C |031]| 0.156 | 1.17e-25 | 1.98e-01 0.678 0 Flanking
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UCSC Genes Based on Reffeqg, UniProt, GenBank, CCDS and Comparative Gencmics

TBL1X WWC3 MID b1
GPR143 HieH CLCN4 H-HEp
SHROOMZ -t

'R v, te
rsiD pos minor major MAF Beta p.value adjpvalue rs2405942 imputed Result Type

rs55743966 | 9776908 | A T 10.38] 0.060]8.41e-11 0.0881 <0.2 0 Flanking
rs116074556 | 9790986 | G A ]0.15]-0.090] 1.80e-08| 0.0357 <0.2 1 ReverseBeta

rs4830661 | 9807693 | A G |0.27] 0133 ] 2.62e-45 - 0.767 0 Peak

rs2405942 |9814135| G A |0.23] 0124]219e-33| 0.6824 1.000 0 PC Risk

rs5934705 9821398 | T C |031] 0121 ]| 2.71e-39| 0.2854 0.678 0 Flanking
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NUDT11
rs1327301, rs5945572, rs5945619
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Postion on chrX (Mb)
UCSC Genes Based on Reffeq, UniProt, GenBank, (CCDS and Comparative Genomics
NUDT10 QepT2 |
NUDT11 H MAGEDL R
rslD pos minor Major MAF Beta pvalue  adj.pvalue rs1327301 rs5945572 rs5945619 imputed Result Type
rs187324800 | 50989678 T C |019] 0.310 | 2.90e-23 0.167 0.210 0.210 0.205 1 Flanking
rs1327301 51210057 T C |044] 0.460 | 3.67e—141 0.527 1.000 1.000 0.928 1 PC Risk
rs5945572 51229683 A G |0.44] 0460 | 3.43e—141 0.521 1.000 1.000 0.928 0 PC Risk
rs5945619 51241672 | C T |045] 0.468 | 2.10e—151 0.593 0.928 0.928 1.000 1 PC Risk
rs2384958 51249397 T A |045] 0.469 | 6.37e-154 - 0.934 0.934 0.994 1 Peak
rs141135935 | 51256992 | G A |0.46]-0.454| 1.07e-104 0.115 0.713 0.713 0.748 1 ReverseBeta
rs190928294 | 52097354 A G [0.08)] 0.290| 5.07e-09 0.653 <0.2 <0.2 <0.2 1 Flanking
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rsiD pos minor major MAF  Beta p.valke adjpvalue rs6625711 rs4844289 imputed Result Type
rs6525442 70117463 | G A |0.49]-0.042]3.11e-02 0.1462 0.722 <0.2 1 MaxLD
rs6625711 | 70139850 | A T [0.42]| 0.030 | 1.46e-01| 0.3088 1.000 <0.2 1 PC Risk
rs56232551 | 70396389 T C [0.18]-0.143]| 3.26e—09| 0.1159 <0.2 0.327 1 Flanking
rs4844289 | 70407983 | G A |0.39]-0.167| 2.45e-19| 0.1946 <0.2 1.000 1 PC Risk
rs747181 70432708 | A G |0.31]-0.221]14.01e-31 - <0.2 0.512 0 Peak
rs184587106 | 70438659 | A C |0.09]-0.225]3.63e-11 0.0497 <0.2 <0.2 1 Flanking




Supplementary Figure 3 - Regional association plots for each of the genes placed in Group
2

Regional association plots display eQTL results for the target gene listed in the title and
all SNPs in the target gene region. All PC risk-SNPs in the region are listed in the second line of
the title. The x-axis shows the chromosomal position of the SNPs (with expressed genes in the
region displayed below) and the y-axis is the —log10(p-value) obtained by regressing normalized
expression levels for the target gene on the number of minor alleles of each SNP genotype
adjusted for histologic characteristics and 14 expression principal components. The PC risk-SNP
position is indicated by a dotted red vertical line with the eQTL result displayed as a diamond.
Colored points show all Bonferroni significant results with the color defined by LD between the
SNP and the PC risk-SNP (LD r*>0.5 red, between 0.2 — 0.5 green, and <0.2 blue). If the region
contains multiple PC risk-SNPs, the points are colored based on LD with the PC risk-SNP that is
in highest LD with the eQTL peak associated SNP. The eQTL result for this PC risk-SNP is
displayed as diamond, the data points for all of the other PC risk-SNPs are displayed as an open
circle.

The table below the LD plot shows results for the peak-SNP (Result Type = Peak) and
the most upstream and downstream SNPs (Result Type = Flanking) surpassing the Bonferroni
significance threshold (P < 1.96E-07 for primary analysis and P < 3.02E-08 for second stage) as
well as the top result for each PC risk SNP (Result Type = PC Risk) and, if a SNP in LD (r* >
0.5) with the PC risk SNP has a stronger association than the PC risk SNP (i.e., lower p-value),
then the LD SNP with the strongest association is also presented (Result Type = MaxLD).
Finally, if all of these SNPs have a single direction of effect, e.g., all have positive beta

coefficients thus increasing gene expression, and if any Bonferroni significant results were



observed in the opposite direction, then the strongest result among the opposite direction SNPs is

also presented (Result Type = ReverseBeta).
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rsiD pos minor major MAF Beta p.val'ue adj.pvalue rs17599629 imputed Result Type
rs143192984 | 149758064 | A G |0.08|-0.207| 3.43e-09 | 3.07e-02 <0.2 1 Flanking
rs17599629 | 150658287 G A |0.25]-0.143]| 5.18e-14 | 1.87e-02 1.000 0 PC Risk
rs75056606 | 150718602 G T 10.18|-0.174|4.94e-17 | 3.58e-02 0.636 0 MaxLD
rs12568757 | 150729793 | G A |0.42]| 0.130|6.02e-16 | 1.25e-10 0.206 0 ReverseBeta
rs41271951 | 150737220 | G A |0.11]-0.252] 3.70e-23 - 0.345 1 Peak
rs78685532 | 150738197 | C T 0.42] 0130 | 6.02e-16| 1.25e-10 0.206 0 ReverseBeta
rs7534124 150739073 C T 1042 0130 |6.02e-16 | 1.25e-10 0.206 1 ReverseBeta
rs34834099 | 151502427 T C |0.07|-0.198| 9.37e-09 | 1.20e-02 <0.2 1 Flanking
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rsiD pos minor major MAF Beta p.value adj.pvalue rs1775148 imputed Result Type
rs77684338 | 205473772 | C T 027 0573 | 2.41e-08 | 0.82382 <0.2 1 Flanking
rs708723 | 205739266 | C T |0.49]|-1261| 1.62e-65 | 0.58505 0.678 0 MaxLD
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rsiD pos minor major MAF Beta p.value adj.pvalue rs13385191 imputed Result Type
rs9306894 | 20878105 | G A |0.37|-0.181] 2.12e-12 0.531 0.479 1 Flanking
rs9306895 | 20878153 | C T |0.37|-0.181]2.03e-12 - 0.479 1 Peak
rs2289081 | 20881840 | C G |0.36|-0.173] 9.42¢-12 0.594 0.547 1 MaxLD
rs13385191 | 208882685 | G A |0.24|-0.120] 3.07e-05 0.417 1.000 1 PC Risk
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rsiD pos minor major MAF Beta  p.value adj.pvalue rs7767188 imputed Result Type
rs116556815 | 28714044 | G c |0.15]-0.261| 1.60e-08 | 0.032818 <0.2 1 Flanking
rs114651782 | 29771298 T A |038] 0476]3.73e-52 - 0.458 1 Peak
rs2735030 | 29775950 C A |038] 0.476[3.73e-52| 0.218861 0.458 0 Peak
rs114865932 | 29781011 | T A |0.38] 0476 [3.73e-52 | 0.218861 0.458 1 Peak
rs148465275 | 29806786 | T A |0.34] 0.457 | 3.66e-44 | 0549773 0.510 1 MaxLD
rs7767188 | 30073776 A G [0.24] 0.404 [ 5.28e-27 | 0.078225 1.000 0 PC Risk
rs148642004 | 30838043 | C G |0.19]-0.240( 2.45e-08 | 0.000527 <0.2 1 Flanking
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rsID pos minor major MAF Beta p.value adjpvalue rs7767188 rs130067 rs114376585 imputed Result Type
rs7 767188 30073776 A G |0.24] 0.024 | 7.28e-01 | 0.039248 1.000 <0.2 <0.2 0 PC Risk
rs116104370 | 30076660 A G |0.15] 0.440 | 6.52e-09 | 0.000233 <0.2 <0.2 <0.2 0 Flanking
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rsiD pos minor major MAF Beta pvalue adjpvalue rs7767188 rs130067 rs114376585 imputed Result Type
rs7767188 | 30073776 | A G |0.24] 0342 6.32e-04 | 6.61e-01 1.000 <0.2 <0.2 0 PC Risk
rs9261438 | 30089280 | T C |0.32] 0445 4.35¢-07 | 4.70e-01 0.554 <0.2 <0.2 0 MaxLD
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Postion on chr6 (Mb)

UCSC Genes Based on Refleq, UniProt, GenBank, CCD2 and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs651164 rs9364554 imputed Result Type
rs651164 | 160581374 | A G |0.31] 0.302|7.58e-10| 2.08e-05 1.000 <0.2 1 PC Risk
rs316021 | 160668041 | C T 10.24]-0.435| 2.03e-21 - <0.2 0.280 0 Peak
rs9364554 | 160833664 | T C |0.32]-0.325] 3.06e-15 | 3.36e-04 <0.2 1.000 0 PC Risk
rs1112444 | 160835192 A C 10.32]-0.325]2.8%e-15| 3.29e-04 <0.2 1.000 1 MaxLD
r$12210186 | 160978997 G A |013]-0.361]|2.71e-09 | 5.08e-03 <0.2 0.232 1 Flanking
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UCsd Genes Based on RefsSeq, UniProt, GenBank, CCD8 and Comparative Genomics
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rsiD pos minor major MAF Beta  p.value adj.pvalue rs3123078 rs10993994 imputed Result Type
rs12777595 | 51500625 | C G |0.15] 0.478 | 5.70e-19 - 0.219 <0.2 1 Peak
rs61847060 | 51510203 A G |0.46| 0.252 | 4.36e-11| 0.00410 0.839 0.743 1 MaxLD
r53123078 | 51524971 C T (048] 0.242 | 1.05e-10| 0.00440 1.000 0.788 0 PC Risk
rs28416634 | 51539271 A G 0.49]1-0.232]|9.22e-10 | 0.00991 0.805 0.727 1 ReverseBeta
rs10993994 | 51549496 T C 10.42] 0.207 | 4.99e—08 | 0.04381 0.788 1.000 0 PC Risk
rs78267136 | 51563352 T C |0.08] 0.397 | 7.66e-10| 0.15179 <0.2 <0.2 1 Flanking
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UCSC Genes Based on Refleq, UniProt, GenBank, CCD2 and Comparative Genomics
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rsiD pos minor major MAF p.value adj.pvalue rs3850699 imputed Result Type
rs150098322 | 104214364 C T 10.09]|-0.104] 6.26e-09 0.872 <0.2 1 Flanking
rs3850699 | 104414221 | G A ]0.27|-0.094] 9.75e-19 0.694 1.000 0 PC Risk
rs127765068 | 104532828 | G A ]0.29]-0.107] 2.98e-28 0.788 0.603 1 MaxLD

rs9527 104623578 | T C |0.22|-0.174]| 4.58e-79 - 0.288 0 Peak
rs7090337 104775483 A G ]0.42] 0.074 ] 4.25e-15 0.739 <0.2 1 ReverseBeta
52863733 105244565 G A ]0.30|-0.060] 1.43e-08 0.856 <0.2 0 Flanking
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Postion on chr12 (Mb)
UcsSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos minor Major MAF Beta pvalue adj.pvalue rs10875943 imputed Result Type
rs10875910 | 49402393 C G [0.39|-0.072 | 4.64e-09 0.8800 <0.2 1 Flanking
rs1056875 | 49580180 | C T 10.34|-0.125| 3.78e-21 - 0.216 1 Peak
rs11168936 | 49645240 | C T 10.38]-0.079|6.13e-10| 0.0818 0.507 0 MaxLD
rs10875940 | 49659756 | A C 10.35|-0.087 | 7.31e-09| 01228 0.307 1 Flanking
rs10875943 | 49676010 C T 10.30|-0.058| 2.36e-05 0.6458 1.000 1 PC Risk
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Postion on chr14 (Mb)
UCE8C Genes Based on Reffeq, UniProt, GenBank, CCDE and Comparative Gencomics
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rsID pos minor major MAF Beta pvalue adj.pvalue rs8014671 imputed Result Type
rs12882693 | 70656838 | G A |0.32]-0.041] 3.54e—09 0.485 0.259 1 Flanking
rs1044527 | 70833819 | G C |0.45| 0.082 | 1.26e-36 - 0.434 1 Peak
rs11626414 | 70848680 | A G |0.44] 0.055|1.67e-16 0.273 0.509 1 MaxLD
rs8014671 | 71092256 | A G |0.41]-0.050| 2.34e-13 0.701 1.000 0 PC Risk
rs7145863 | 71098523 | G A 10.29|-0.040] 6.30e-08 0.833 0.555 1 Flanking
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Postion on chr16 (Mb)
UCSC denes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta pvalue adj.pvalue rs12051443 imputed Result Type
rs73588051 | 71388627 G A |0.11] 0100 | 7.28e-09 | 0.00482 <0.2 1 Flanking
rs9940142 | 71633873 | G A 10.38|-0.059| 1.43e-07 | 0.66085 0.791 1 MaxLD
rs12051443 | 71691329 | A G |0.34|-0.054| 1.32e-06 | 067773 1.000 1 PC Risk
rs11639902 | 71755852 | C T 10.37| 0.095 | 1.65e-18 - 0.283 0 Peak
rs36114735 | 72017683 T C |[0.13]| 0.091 | 2.08e-08| 0.01166 <0.2 1 Flanking
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Postion on chr19 (Mb)
UCSC Genes Based on Refleq, UniProt, GenBank, CCD2 and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adi.pvalue rs11672691 rs887391 imputed Result Type
rs11672691 | 41985587 | A G |0.25]-0.148]|1.97e-05] 0.6040 1.000 0.860 0 PC Risk
rs887391 41985624 | C T 10.22]-0.148]3.73e-05] 0.7087 0.860 1.000 1 PC Risk
rs8107333 | 41987873 | A G |0.18]-0.245]|1.10e-09| 0.5151 0.578 0.679 1 MaxLD
rs3745936 | 42092815 T A |0.19]-0.339| 5.18e-21 - <0.2 0.248 1 Peak
rs48034598 | 42172442 T G |[0.06]-0.389] 5.99e¢-10 0.0135 <0.2 <0.2 1 Flanking




BX1

rs2238776
70 — . — 100
)
60 — :
5 — 80
| g
50 — ) o
| 3
! =3
; = =
A 40 - i -
<]
S % S
[o)] ) 0
230 s =l
[ : - 40 &
K °
e B0 =
20 — 18y e =
¢ s
A - 20 =
10 1 B
Y o o .
TR " s ; i
| 1 bl B L AR e
0 _-A."”ﬂ‘--.-_l-.-.-.._lo..-_-.;—\.‘.'... s -'.:"_tg.\.'u-..‘.‘_.'.‘-"."?" "-&_--‘r..l-_":-—i..l_J.-e. ~tent ! L0
19.42 19.76 19.93 20.1
Postion on chr22 (Mb)
UCSd denes Based on RefSeq, UniProt, GenBank, CCDE and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs2238776 imputed Result Type
rs747226 | 19735162 | T C ]0.45]-0302] 4.02e-11 0.3576 <0.2 1 Flanking
rs1978060 | 19749525 | A G |0.36] 0.749 | 3.39¢-70 - 0.330 1 Peak
rs72646967 | 19754091 | C A |0.21| 0.653 | 1.95¢-30| 0.0341 0.896 1 MaxLD
rs2238776 | 19757892 | A G |0.19] 0.587 | 8.96e-25| 0.0532 1.000 1 PC Risk
rs11089318 | 19907920 | T G |0.15] 0.375]2.30e-08| 0.1551 <0.2 1 Flanking
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Postion on chrX (Mb)
UCSC Genes Based on Refgeq, UniProt, GenBank, CCD2 and Comparative Genomics
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rsiD pos minor major MAF Beta p.value -.a.dj‘.pvalue rs6625711 rs4844289 imputed Result Type
rs62609681 | 69667815 C T |0.25] 0.256 | 7.35e-11| 0.88819 <0.2 <0.2 1 Flanking
rs4617319 | 70108247 C A |0.36] 0.498 | 7.85e-55 - 0.367 <0.2 0 Peak
rs6525442 | 70117463 | G A |049]|-0427|1.17e-38 ] 0.00232 0.722 <0.2 1 ReverseBeta
rs6625711 | 70139850 | A T |042]| 0.377|5.20e-26| 0.00192 1.000 <(.2 1 PC Risk
rs5937025 | 70142030 C T (048] 0.424 | 1.88e-40| 0.00224 0.759 <(.2 1 MaxLD
rs4844286 | 70371574 | G T |044| 0.204 | 5.43e-09 | 0.98318 <0.2 <0.2 1 Flanking
rs7066438 | 70399819 T A |031]| 0.071|5.65e-02| 0.11992 <02 0.653 1 MaxLD
rs4844289 | 70407983 | G A |039] 0.012|7.41e-01| 0.25106 <02 1.000 1 PC Risk




Supplementary Figure 4 - Regional association plots for each of the genes placed in Group
3

Regional association plots display eQTL results for the target gene listed in the title and
all SNPs in the target gene region. All PC risk-SNPs in the region are listed in the second line of
the title. The x-axis shows the chromosomal position of the SNPs (with expressed genes in the
region displayed below) and the y-axis is the —log10(p-value) obtained by regressing normalized
expression levels for the target gene on the number of minor alleles of each SNP genotype
adjusted for histologic characteristics and 14 expression principal components. The PC risk-SNP
position is indicated by a dotted red vertical line with the eQTL result displayed as a diamond.
Colored points show all Bonferroni significant results with the color defined by LD between the
SNP and the PC risk-SNP (LD r*>0.5 red, between 0.2 — 0.5 green, and <0.2 blue). If the region
contains multiple PC risk-SNPs, the points are colored based on LD with the PC risk-SNP that is
in highest LD with the eQTL peak associated SNP. The eQTL result for this PC risk-SNP is
displayed as diamond, the data points for all of the other PC risk-SNPs are displayed as an open
circle.

The table below the LD plot shows results for the peak-SNP (Result Type = Peak) and
the most upstream and downstream SNPs (Result Type = Flanking) surpassing the Bonferroni
significance threshold (P < 1.96E-07 for primary analysis and P < 3.02E-08 for second stage) as
well as the top result for each PC risk SNP (Result Type = PC Risk) and, if a SNP in LD (r* >
0.5) with the PC risk SNP has a stronger association than the PC risk SNP (i.e., lower p-value),
then the LD SNP with the strongest association is also presented (Result Type = MaxLD).
Finally, if all of these SNPs have a single direction of effect, e.g., all have positive beta

coefficients thus increasing gene expression, and if any Bonferroni significant results were



observed in the opposite direction, then the strongest result among the opposite direction SNPs is

also presented (Result Type = ReverseBeta).
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UC8C Genes Based cn RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs17599629 imputed Result Type
rs147317935 | 149712677 | A G |0.09|-0.368 | 4.38e-25| 0.16810 <0.2 1 Flanking
rs16836630 | 149898951 | C G |0.07]|-0.446| 1.09e-51 - <0.2 1 Peak
rs17599629 | 150658287 | G A |0.25|-0.116] 8.51e-09| 0.04221 1.000 0 PC Risk
rs75056606 | 150718602 | G T [0.18]-0.186] 1.10e-12] 0.00215 0.636 0 MaxLD
rs4418603 | 150989274 | G A ]0.09|-0.184] 4.05e-10| 0.27179 0.220 1 Flanking
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rsiD pos minor major MAF Beta  pvalue adj.pvalue rs4245739 rs1775148 imputed Result Type
rs4245739 204518842 C A |0.26] 0.008 | 8.74e-01| 6.43e-01 1.000 <0.2 0 PC Risk
rs5010868 204550366 A T |0.34| 0.044 | 3.95e-01| 2.78e-01 0.617 <0.2 1 MaxLD
rs149648212 | 205532538 | G T |012] 0.423]1.03e-08 | 7.48e-03 <0.2 <0.2 1 Flanking
1s12041432 | 205570770 | A G [0.13| 0.399 ] 8.03e-10 - <0.2 <0.2 1 Peak
rs6673687 | 205670369 | T A ]0.43]-0.251] 1.25e-08 | 1.26e-06 <0.2 0.545 1 MaxLD
rs708723 205739266 C T |0.49|-0.234]|6.12e-08 | 6.12e-07 <0.2 0.678 0 Flanking
rs1775148 205757824 C T |0.43|-0.189] 2.45e-05 | 5.15e-05 <0.2 1.000 1 PC Risk
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Postion on chr2 (Mb)
UCSC Genes Based cn Reffeq, UniProct, GenBank, CCDS and Comparative Genomics
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rsiD pos minor major MAF Beta p.value adj.pvalue rs12621278 imputed Result Type
rs12053442 | 173295405 | C G |0.05]-0.128| 1.75e-07 | 0.000568 0.868 1 Flanking
rs12621278 | 173311553 | G A |0.05|-0.136] 1.42¢-08 | 0.000167 1.000 1 PC Risk
rs16860643 | 173371278 | G A |0.05|-0.138] 7.39¢-09 | 0.000122 0.885 0 MaxLD
rs7591769 | 173404886 | A G |0.22|-0.072] 2.26e-09 - <0.2 1 Peak
rs115160117 | 173411004 | C G |0.05|-0.138] 4.52e-08 | 0.000517 0.901 1 Flanking
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Postion on chr2 (Mb)

UCSC Genes Based on RefSeqg, UniProt, GenBank, CCDS and Comparative Genomics
coPss i COLEAS HikidiiHd— RAB17 M RBM44 ~ijH SCLY W
MLPH He-+4pHH RAMPL o]
LRRFIDL |ophfi UBE2F HespsiH

rsID pos minor major MAF Beta  pvalue adjpvalue rs7584330 rs2292884 imputed Result Type

rs12471077 | 238351337 | T C ]0.14|-0.213]| 4.35e-09 | 2.04e-02 0.345 0.288 0 Flanking
rs7584330 | 238387228 | G A ]0.28]|-0.192] 3.54¢-12 | 3.77¢-04 1.000 0.690 0 PC Risk
rs79618460 | 238419959 | C T |0.16]|-0.276| 9.21e-17 | 2.21e-04 0.515 0.481 1 MaxLD
152292884 | 238443226 | G A ]0.27]|-0.204] 2.84¢-14 | 7.70e-05 0.690 1.000 0 PC Risk
rs74003103 | 238446689 | A G |017]|-0.268]| 1.32e—-16 | 7.87e-04 0.503 0.551 1 MaxLD
rs74003104 | 238446823 | T C ]0.17]|-0.268]1.32e-16 | 7.87e-04 0.503 0.551 1 MaxLD
rs74003105 | 238446851 | C T |0.17]|-0.268| 1.32e-16| 7.87e-04 0.503 0.551 0 MaxLD
rs74003106 | 238447004 | G A |017|-0.268| 1.32e-16 | 7.87e-04 0.503 0.551 0 MaxLD
1513404216 | 238491258 | A C ]0.36]|-0.271| 1.67¢-25 - <0.2 <0.2 1 Peak
rs113771323 | 238491714 | T C ]0.09| 0.428 | 5.22¢-25| 2.60e-21 <0.2 <0.2 1 ReverseBeta
rs10929236 | 238502581 | G A ]0.32]-0.208] 8.50e-15 | 1.96e-06 <0.2 <0.2 0 Flanking
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Postion on chr2 (Mb)
UCSC Genes Based on RefSeg, UniProt, GenBank, CCDS and Comparative Genomics
KIF12 H SNEDL -k HDLEP HiHHk aTr25 H ATE4E b
c20rfsd MIERFDZ § SEPTZ Hehf BOK H INGS
PasSK Hdd- FARPZ Pp-fih-i-HHH DTYMK
PPP1R7 [ THAP4 e
D2HGDH HH

2NOT i

SEPT2

PDCDRD|
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rsiD pos minor major MAF Beta p.value adj.pvalue rs3771570 imputed Result Type
rs79100040 | 242000648 A G [0.08]| 0102 | 1.42e-12 | 4.04e-01 <0.2 0 Flanking
rs115271170 | 242347614 | T C |0.10]| 0.248 | 3.33e-112 - <0.2 1 Peak
rs3771570 | 242382864 | T C |0.16]|-0.044] 9.12e-05 | 5.73e-02 1.000 1 PC Risk
rs3771578 | 242391212 | T C |0.26| 0.080| 2.18e-18 | 5.65e-02 0507 1 MaxLD
rs10201714 | 242488000 A G |0.45]|-0.050| 7.18e-09 | 9.67e-06 <0.2 1 Flanking
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Postion on chr3 (Mb)
UCSC Genes Based on RefSeq, UniProt, GenBank, CCD2 and Comparative Genomics
CD200RT He-eH BOC w4 SIDTL Ml GRAMD1C He-oib-Hopbl
GTPEPS WDR52 KIz22018 e
C3orfl7 W SPICEL HiéediH NRER50 B
ATPV1A H-fit

rsiD pos minor major MAF Beta pvalue adj.pvalue rs7611694 imputed Result Type
rs116425520 | 112855254 T C |003]|-0.226]2.25e-11 | 2.00e-02 <02 1 Flanking
rs2129430 | 113165773 | C G |043]|-0.074] 1.30e—10 | 6.08e-06 0.508 1 MaxLD
rs2007579 | 113241623 | A G |0.05|-0.198]5.09e-15 - <(.2 1 Peak
rs7611694 | 113275624 | C A |0.40|-0.041] 4.28e-04 | 2.29e-03 1.000 0 PC Risk
rs138921562 | 113308528 A G [0.03]-0.206| 1.16e-09 | 1.85e-01 <02 1 Flanking
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Postion on chr3 (Mb)
UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
TPRA1 ~H KBTBD12 [p>ap— EEFSEC | b4 o | C3orf27 |
MceMz SECe121 W GATAZ B
PODXLZ2 H-M RUVBL1 HefeH] LOCS0246 1
BETB1 W RPN D}
MOLL HHee e
rslD pos minor major MAF Beta  p.value adjpvalue rs10934853 imputed Result Type
rs9839080 | 127711997 | T C |0.44] 0.047]|2.03e-08| 0.3595 0.474 1 Flanking
rs74501258 | 127771159 A G |0.45]|-0.055] 2.48e-09 0.0687 0.350 1 ReverseBeta
rs2075402 | 127784262 C T 043] 0.051]7.69e-10 0.2208 0.530 1 MaxLD
rs2811415 | 127991527 | A G 10.17] 0.099 | 4.60e-21 - <0.2 0 Peak
rs10934853 | 128038373 | A C |030| 0.042]3.32e-06| 0.7554 1.000 0 PC Risk
rs56299192 | 128133006 | T A |0.09| 0.092]9.82e-10| 0.1569 <0.2 1 Flanking
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UCSC Genes Based on Refleq,
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Postion on chr5 (Mb)

CenBank,

115.73
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CCDE and Comparative Genomics

SEMAER

rsID pos minor major MAF Beta p.value adj.pvalue rs37181 imputed Result Type
rs72804805 | 115411582 | C G |0.15]|0.069| 3.30e-11] 0.00248 <0.2 0] Flanking
rs37181 115630004 | G T |0.22|0.004|6.79e-01 | 0.00743 1.000 1 PC Risk
rs785373 | 115655585 | C G |0.36(0.048]| 4.31e-10| 0.33446 0.507 1 MaxLD
rs804152 | 115670932 | C T |0.23|0.080| 1.82e-21 - <0.2 0 Peak
rs56153002 | 115784061 C G |0.09|0.066|2.83e-08| 0.05587 <0.2 0] Flanking
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HLA-L
rs130067, rs7767188

! 100
80 :
I 80 T
! 0]
! 0
| 5
60 - E [
! 60 3
: o}
! 3
40 - : &
. 40 o
' i o
| ' =
I ! %
! |
20 : : 20 2
| . \
[ [ J
» 1-""‘:. K ﬁ
]
) ) '
Q0 —m-=t-a- n._r.ll!i'.hl”' ‘ ..-d- .L'.-__a.-n.-a'n..ju..u-n 0
205 30.23 0. 30.97
Postion on chr6 (Mb)
UCEC Genes Based cn RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
MAS1L | HCG4 | TRIM21 | HLA-E | pDR1 | HIA-C |
TUEBD HLA-H | HLA-L | RBCF1 GTF2H4 |
areer1 B HLA-2 | HCG18 H zTaTl { HCa22 §
Moc W ZNRD1-AS1 § aNL1 vARS2 |
HLA-F | ZNRD1 | PRR3 PSORS1CT W
HLA-F-AS1 W DPPP1R11 pppiR10 f e |
HLA-F-AS1 H RNF39 MRPS18B | CCHCR1
HLA-C | TRIM2¢ fH Céorflie TCF19
DHX16 POUSF 1
PPP1R1G | POUSF1 |
NRM | POUSF1 |
Uinfsa R | DIORELCE ¢
TUBB | HCG27 |
FLOT 1
IER3
rslD pos minor major MAF Beta p.value adj.pvalue rs7767188 rs130067 imputed Result Type
rs147080558 | 29413003 | T C ]0.09|-0.416] 1.75¢-08 | 0.06307 <0.2 <0.2 1 Flanking
1s3823374 | 29944148 | A C ]0.36]| 0.219]5.93e-07 | 0.03724 0.518 <0.2 0 MaxLD
rs3823375 | 29944158 | C T |0.36] 0.219] 5.93e-07 | 0.03724 0.518 <0.2 0 MaxLD
rs7767188 | 30073776 | A G |0.24| 0.165] 8.24e—04 | 0.04196 1.000 <0.2 0 PC Risk
5130067 31118511 | G T (0.21] 0126 1.51e-02| 0.00719 <0.2 1.000 0 PC Risk
15139078838 | 31164511 | T C ]0.31] 0.322]2.39¢-12| 0.41570 <0.2 0.557 1 MaxLD
15115212502 | 31242151 | C T 10.43]-0.691]4.01e—89 - <0.2 <0.2 1 Peak
15114949789 | 31334601 | T C ]0.18]|-0.354] 5.64e-11| 0.21759 <0.2 <0.2 1 Flanking
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Postion on chré (Mb)
TS Genez Baszed on RefSeg, UniProt, GenBank, CCDS and Comparative Genomics
HLA-C | TRIM26 K HL1 DDR1 HLA-C i} EnmTz |
HLA-H | HLA-L aecrL fj eTF2H4 | 1on | ceorfas |
HLE-% HCw1e H ETATL Howz2 | HOPS | VHAT
ENRD1-231 E| HCQ2E | VARS
ZHRD1 PRR3 DEORS1CL H MICE HSPALA |
PPPIRIL PPPIR1D cosN BTPEVIGE HEUL
RNF22 MEPSLEE | COHCRL HFEBIL1 '-( SLO44R4 h
TRIMAL | CEorflls TCFLY THF ZETELZ |
DHX16 POUSF1 LTE CFB
PEPIR1E POUSFL | LST1 SKTVZL
WRH POUSF1 | LST1 DOM3 %
iy | PSORSICE | ATFL | STH12
TUEE | Hees? | PRRCZE CYP3IAT |
FLOTL BAGE THXE |
IER3 ll\ APOM sTEPP |
Céorf47
GPRNKL
CENKZE
LY6asC |
ABHD16R '
EEHDL6R
DDLHZ
cLIC1
MSHE -SAPCDL I‘
MSH5 -SAPCDL
LEMZ
HEPAIL
HSPAIE |
ceorf4a |
SNORD5Z |
rsiD ‘pos minor major MAF Beta pvelue  adjpvalue rs7767188 rs130067 imputed Result Type
rs116078832 | 28784503 | G A |0.35] 0.096| 4.87e—09 | 0.122360 0.517 <0.2 1 Flanking
rs7767188 | 300737768 | A G |0.24] 0104 | 1.87e—08 | 0.000301 1.000 <0.2 o] PC Risk
rs9261639 | 30237859 | A G |0.30] 0.125| 1.04e—-14 | 0.000010 0.624 <0.2 o] MaxLD
rs115591439 | 30252836 | T A |0.30| 0.125] 1.04e-14 | 0.000010 0.624 <0.2 1 MaxLD
rs147212564 | 30254678 | A G [0.30] 0125| 1.04e—-14 | 0.000010 0.624 <0.2 1 MaxLD
rs115368375 | 30257497 | G C 10.30] 0.125| 1.04e-14 | 0.000010 0.624 <0.2 1 MaxLD
rs261946 30271334 | G A 10.30] 0125] 1.04e—-14 | 0.000010 0.624 <0.2 0 MaxLD
rs115267644 | 30272458 | A G |0.30] 0.125| 1.04e-14 | 0.000010 0.624 <0.2 1 MaxLD
rs116555278 | 30285650 | A T |0.30] 0.125] 1.04e—14 | 0.000010 0.624 <0.2 1 MaxLD
rs2844750 | 30313268 | A G |0.30] 0.125| 1.04e—-14 | 0.000010 0.624 <0.2 0 MaxL D
rs2844749 | 30314116 | A G |0.30| 0125] 1.04e-14 | 0.000010 0.624 <0.2 o] MaxLD
rs114078037 | 30315011 A T |0.30] 0125 | 1.04e—-14 | 0.000010 0.624 <0.2 1 MaxLD
rs2844651 30900664 | T C 0.46]|-0.288| 8.36e-123 - <0.2 <0.2 0 Peak
rs1265093 | 31107187 | A G |0.29] 0103 | 3.42e—09 | 0.015398 <0.2 0.639 o] MaxLD
rs130067 31118511 G T |0.21] 0.068 | 4.55e-04 | 0.779739 <0.2 1.000 o] PC Risk
rs149411182 | 31973863 | T C |0.47] 0.090| 2.06e—08 | 0.210808 <0.2 <0.2 1 Flanking




HCG27
rs114376585, rs130067, rs7767188
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Postion on chré (Mb)
UCSC Genes Based on Refse UniProt, GenBank, CCDS and Comparatbive Genomics
TRIMZL | HLA-E DDqu[ La-c | AIFL | skrval |
TRIMz6 K anLl ff CTF2HA4 | MIca fusus-sarcnl | ATF6E
HLA-L | pepir1o f HCe22 | HCPS | LaM2 FKEPL
HCG18 H  Ceorfl2e PSORS1CIL H HOG26 | HSPALL PRRT1
PRR3 | vars? | MICE HSPAIE | PPTZ w
zecrL ] cosy | ATPEVGZ h EHMT2
MRPS18E h CCHCR1 NFKBIL1 ZETE12
LTRT1 TCF19 TNF cre
DHX16 POUSFL TNF DOM3E
PPPLR1E POUSFL | LTE STH19
WRM POUSFL | LST1 crpiaz |
mnca § PSORS1C3 I LST1 THXB ‘
TUBE | PRRCZA ll STK19
FLOTL 1-\ BAGE CYP21AZ
IER3 BPOM TXE
Ceorfa? PPTZ-EGFLE L
GPANKL RGPATL
CSMK2E RGER
Lysesc | PBL2 \I
ABHD16R GPEM3
BEHD16L HOTCH4
Céorfab \
DDAHZ
CLICl
MEHE —SAPCDL ‘I.
VHAT
VBRS
HSPALR |
Ceorf4s
SNORDE2 |
NEU1
SLO44R4
rsID pos minor major MAF Beta pvalue adjpvalue rs7767188 rs130067 rs114376585 imputed Result Type
rs7 767188 30073776 A G |0.24] 0.063 | 9.87e-02 | 3.51e-02 1.000 <0.2 <0.2 0 PC Risk
rs183830067 | 30217185 T A |0.31] 0.149|3.19e-05| 4.54e-04 0.514 <0.2 <0.2 1 MaxLD
rs114637387 | 30711805 | C G |0.10]-0.3021.60e-08 | 2.11e-03 <0.2 <0.2 <0.2 1 Flanking
rs130067 31118511 G T |0.21] 0.278 | 1.36e-12 | 2.32e-04 <0.2 1.000 <0.2 0 PC Risk
rs6930065 31173669 | C T |0.34] 0.457 | 4.41e-54 - <0.2 <0.2 <0.2 0 Peak
rs145076668 | 31188436 T C |0.13] 0.526 | 2.74e-30| 9.42e-08 <0.2 0.565 <0.2 1 MaxLD
rs114376585 | 32192331 A G |0.38]-0.012] 7.05e-01 | 6.50e-01 <0.2 <0.2 1.000 0 PC Risk
rs116522847 | 32197219 | G T |0.45] 0.030 | 3.43e—-01 | 3.06e-01 <0.2 <0.2 0.516 1 MaxLD
rs140250697 | 32230354 | A G |0.37]-0.18719.01e-09 | 1.87e-02 <0.2 <0.2 <0.2 1 Flanking




HLA-C
5114376585, rs130067
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Postion on chré (Mb)
UCBC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
TRIMZS K GHT.1 DDR1 BTF1 BETVIL
HLA-L | prP1R10 | HCezz | MIca fmsHs -sabent | ATFER
HCGls W Cforflie | PSORSLCL 4 HOPS | TEMZ FERPL
HLA-E | GTF2HA HoG26 | HEPAIL PRRT1
PRR3 | VARSI 'I MICE HSPALE | PPTZ ll{
BRCF1 cosy BTPEVIGE SLC44R4
MRPS16H h CCHCRT NFERTL1 h EHMTz\
RTRTL TCFLY THF ZETELZ
paxie | POUSFL THF cre |
PPPIR1S ‘k POUSFL | LTE DOM3E h
WRM POUSF1 | L8T1 STE19
jisiai | PSORS1CE | LST1 ‘ CYPI1AD |
TUEE Heaz7 | PRRC2A TNXE
FLOT1 BRGE STELS |
IER2 RPOM CYP21RZ
ceorfar THXE
GPANK1 PPT2-EGFLS
CENKIR BGPRT1 L
LYEGET BGER
AEHDLER PEXZ
LBHD16L I GRIME
CgorEzs NOTCHA
DDREHZ
cLICT
MSHE ~SEPCTL
VIRT
VARS
HSPA1E |
Ceorf4s
SNORDS2
NEUL |
rsID pos minor major MAF Beta p.value ad.pvalue rs130067 rs114376585 Iimputed Result Type
rs149067179 | 30743729 | A G |010] 0.219 | 2.41e-08 | 0.994468 <0.2 <0.2 1 Flanking
rs130067 31118511 | G T |021]-0.196] 4.29e-11 | 0.000263 1.000 <02 0 PC Risk
rs144721865 | 31156041 T C |0.28]-0.204]3.09¢-14 | 0.000590 0.637 <02 1 MaxLD
rs78848968 | 31240010 G A |032] 0343 | 5.67e-51 - <0.2 <0.2 0 Peak
rs114376585 | 32192331 A G |0.38]-0.003]9.06e—-01| 0.089796 <0.2 1.000 0 PC Risk
rs116522847 | 32197219 | G T |0.45]|-0.091]1.44e-04| 0931817 <0.2 0.516 1 MaxLD
rs3129839 | 32336766 | G A |017] 0187 | 1.67e-08 | 0.054610 <0.2 <02 0 Flanking




MICA

rs115306967, rs114376585, rs130067
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Postion on chré (Mb)
UCsC Geneg Based on Refseq, UniProt, GenBank, CCDS and Comparative Genomics
Hoe1s )] Csorfiis HOG2T | ceorfas CYP31A2 HCG23 |
HLA-E | pDR1 HLA-C | THF | EBTE1Z | HLA-DRZ |
GNL1 GTF2H4 HCPS | VERS ATFGE
PRRB" VARSZ HOG26 | LSM2 FKBPL‘
pASEEN | PSORS1CL W MIce | Hspald| PRRTL |
PPPIR10 | cosN ATP6V1GE h HEUL RGPATL |
MRPS18E CCHCR1 NFKEIL1 SLO44k4 pRx2 |
BTATIL TCF19 THF CFB
DHZ16 POUSFL LTE SKIV2L
pplele%‘ POUSFL | LST1 | DCMAT
HRM POUSF1L | LST1 STH19
JSISENY | PAORAICH I ATFL | CYP21AZ |
TUEE | Heez7 | PRRCZA THEE |
FLOT1 BAGE STHL9 |
IERB‘.‘ APOM mize
CGorfd? PPT2
GPRNICL PPT2-ECFLE
CENKIR LGER |
LY6C5C | GPEM3 h
ABHD16R NOTCHA
LBHD16R u
DDAHZ
CLICL
MSHE -SAPCDL
MSHS -8APCD1
VHAT
HeP21L |
HSPALE |
ceorf4e |
SNORDEZ
e |
rsiD Pos  minor major MAF Beta  p.velue adjpvalue rs130067 rs114376585 rs115306967 imputed Result Type
rs1264372 | 30769726 T C 10.25] 0.138 | 1.44e—-08 | 0.000455 <0.2 <0.2 <0.2 o] Flanking
rs130067 31118511 G T |0.21] 0.085] 1.02e-03 | 0.088742 1.000 <0.2 <0.2 0 PC Risk
rs115683835 | 31221299 A G |0.13] 0180 | 7.25e-09 | 0.002950 0.553 <0.2 0.2 1 MaxLD
rs148355290 | 31383304 | A G |0.27]|-0.374| 9.13e-80 - <0.2 <0.2 <0.2 1 Peak
rs114376585 | 32192331 A G |0.38] 0.080 | 1.48e-05| 0.119371 <0.2 1.000 <0.2 0 PC Risk
rs116522847 | 32197219 G T |0.45]-0.103] 3.38e-07 | 0.002029 <0.2 0.516 <0.2 1 MaxLD
rs743862 32381939 C T ]0.33]-0.060| 4.15¢-03 | 0.769695 <0.2 <0.2 0.532 0 MaxLD
rs115306967 | 32400039] C G |0.28]-0.019]| 4.12e-01 | 0.220896 <0.2 <0.2 1.000 1 PC Risk
rs112941517 | 32480174 C A ]0.35]|-0.151| 6.69e-09 | 0.034710 <0.2 <0.2 <0.2 1 Flanking
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Postion on chré (Mb)
TS Genes Baszed on RefSeg, UniProt, GenBank, CCDS and Comparative Genomics
orxle {<H HCG2Z | MICE csorfas | c¥p21a2 | HCG22 | HLA-DQAZ |
PEPIR1E PEORSICT HOPE | LTF6E HLA-DRA | HLA-DQE2 |
HRM s | HCQZE | VARS PKEPL HLA-DRES || pSMES |
mpct | CCHCRL uice f| - HspAIL | PRETL | HLA-DRBS |
TUBE | TCFL1Y LTPEV1CE h NEU1 |PPT2-EGFLE | HLA-DOAL
FLOT1 POUSF1 HFERTL1 SLC44B4e BOER | HLA-DOEL |
IERZ POUSFL | TNF EHMT2 noTcHe TAP2
por1 | Heaz? | THF ZETEL2 LOGL00507463 |
CTF2HA HLE-C | TTE CFE TEP1
VERSZ LET1 ‘ SKTVIL PSMES
POUSFI | LeTL DOM3 7
PSORSLCE | RIFL STHLS
DRRCZA 'I CYPI1RT |
BAGE THXE |
PO STK19 |
C6orE4a? \ e [
GPRNKL Priz |
CSHK2B AGPATL |
LY6asC | PEZ2
LEHDL6A ﬂ 3PSHa
LBHD16E
DDRHZ
CLIC1
MSHE -SAPCDL |-‘
MSHE -SAPODL
LMz |
HEPA1A |
HSDAIE |
cgorf4s |
SHORD5Z |
rsiD PSS minor major MAF Beta pvalue adipvalue rs130067 rs114376585 rs115306967 imputed Result Type
rs130067 31118511 G T |0.21] 0.035]|261e-01 | 2.30e-01 1.000 <0.2 <0.2 0 PC Risk
rs145076668 | 31188436 T C |0.13] 0102 | 7.70e-03 | 3.19e-02 0.565 0.2 <0.2 1 MaxLD
rs141114485 | 31492157 | G C |0.35|-0170] 2.70e—11 | 2.73e-05 <0.2 <0.2 <0.2 1 Flanking
rs2736426 | 31745284 C T |0.48] 0.182]2.02e-13 - <0.2 <0.2 <0.2 0 Peak
rs114376585 | 32192331 A G |0.38] 0.044 | 8.00e-02 | 7.67e-01 <0.2 1.000 <0.2 0 PC Risk
rs141507970 | 32206103 | C G |0.37] 0.059]|212e-02| 3.59e-01 <0.2 0627 <0.2 1 MaxLD
rs115306987 | 32400839 C G |0.28]-0.139]|7.30e-07 | 3.07e-04 <0.2 0.2 1.000 1 PC Risk
rs143466021 | 32443223 | A G |0.35]|-0.176] 1.35e-10 | 2.45e-06 <0.2 <0.2 0.578 1 MaxLD
rs28374650 | 32623367 T C |0.25]-0.163] 2.99e-08 | 8.99e-06 <0.2 <0.2 <0.2 1 Flanking
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Postion on chré (Mb)
UCSC Genes Based cn RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
cypz1az | HCG23 4 HLA-DQZ1 f Tap2
TNXB HLA-DRA ff HLA-DQB1 psMBS |
LTFEE HLA-DRES | HLA-DORZ HLA-DME §
FKBPL HLE-DREE W HLA-DOBEZ §f HLA-DMA §
DRRT1 | LOC100507463 1
peTz H rap1 |
PPT2-EGFL8 | psuBs |
RGPAT1 H LOC100294145 H
RGER | BRDZ §
PEX2 BRD2 i
[e)=rcitie] HLA-DOR
noTcHA el
rsID pos minor Major MAF Beta p.value  adjpvalue rs114376585 rs115306967 imputed Result Type
rs2516450 | 31387157 | C T |0.15| 0.523 | 1.80e-21 | 8.88e—-01 <0.2 <0.2 0 Flanking
rs114376585 | 32192331 | A G [0.38] 0.389 | 1.54e-23 | 5.33e-08 1.000 <0.2 0 PC Risk
rs141507970 | 32206103 | C G [0.37] 0.419 | 1.11e-25 | 1.15e-06 0.627 <0.2 1 MaxLD
rs115306967 | 32400939 | C G [0.28]-0.440| 8.52e-23 | 3.41e-18 <0.2 1.000 1 PC Risk
rs143466021 | 32443223 | A G [0.35]-0.556| 1.56e-39 | 9.91e-31 <0.2 0.578 1 MaxLD
rsg271085 |32576152| T C |0.17| 0.988 | 1.67e-114 - <0.2 <0.2 1 Peak
rs114014593 | 33045966 | A G [0.40][-0.234| 1.33e-08 | 1.89e-03 <0.2 <0.2 1 Flanking
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Postion on chré (Mb)
UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
TNXE D HCG23 ) HLA-DRBS | HLA-DQBL i TRP2 H BRDZ |
ATFEB |-R HLA-DRZ § HLA-DQAL paMBE | BRD2 B
FKBPL HLA-DREG W HLA-DOA2IpC100294145 H
PRRT1 | HLA-DQB2 #§ HLA-DMB |}
prT2 H LOC100507463 1 HLA-DOA |
PPT2-EGFLE | TAPL
AGPATL H PSMES
BAGER | HLA-DMA |
VN |
GPSM3 |
noTcH4 e
rsiD pos minor major MAF Beta  p.value adjpvalue rs114376585 rs115306967 imputed Result Type
rs2596471 | 31428911 | A G |0.18]|-0.767|2.06e-10| 0.1400 <0.2 <0.2 0 Flanking
rs114376585 | 32192331 A G |0.38]|-0.466| 5.69e-07 0.0409 1.000 <0.2 0 PC Risk
rs141507970 | 32206103 | C G |0.37]|-0586]2.88e-10 0.2843 0.627 <0.2 1 MaxLD
rs115306967 | 32400939 | C G |0.28] 0.008 |9.41e—01]| 0.0980 <0.2 1.000 1 PC Risk
rs3129887 | 32410691 | A G |017] 0.527 | 3.07e-05| 0.6536 <0.2 0.507 0 MaxLD
rs9270804 | 32569422 | A T 0.28]|-1.842]3.31e-98 - <0.2 <0.2 1 Peak
rs114383918 | 32936607 | C A |0.08]-1.008]1.30e-08 0.1255 <0.2 <0.2 1 Flanking




HLA-DRB1
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Postion on chré (Mb)
UCsSC Genes Based on RefSeqg, UniProt, GenBank, CCDS and Comparative Genomics
TNXE ffEH HCG23 ¢ HLA-DRBS | HLA-DOB1 | TPz i BRDZ |
ATF&B |-|I HLA-DRA § HLA-DQAL f PsMBS | BRD2 §
FKBPL HLA-DRB6 H HLZA-DQAZIHC100294145 H HLZ-DPRL H
PRRTL | HLA-DQEZ | HLA-DMB | HLA-DPB1IH
rrT2 H LOCL100507463 1 HLA-DOR |
PPT2-EGFLA 1" TAP1 WI
BEPATI PSMBY
BGER HLA-DMA |
pBE2 |
GPSM3 |
noTcHS
rsiD POS  minor major MAF Beta  p.value adi.pvalue rs114376585 rs115306967 imputed Result Type
rs2253051 | 31462002 C G |0.13|-0.206| 2.55e-08 0.846 <0.2 <0.2 1 Flanking
rs114376585 | 32192331 | A G |0.38|-0.081| 1.01e-03 0.972 1.000 <0.2 0 PC Risk
rs141507970 | 32206103 | C G |0.37]-0.092] 1.90e-04 0.117 0.627 <0.2 1 MaxLD
rs115306967 | 32400939 | C G |0.28] 0.169 ] 4.22e-10 0.669 <0.2 1.000 1 PC Risk
rs146320947 | 32534206 | A G |0.35|-0.455| 7.06e-114 - <0.2 <0.2 1 Peak
rs114143157 | 32601019 | A G |0.34] 0227 | 1.96e-18 0.609 <0.2 0.544 1 MaxLD
rs2071536 | 32821447 | T C 10.12|-0.214] 3.83e-08 0.506 <0.2 <0.2 1 Flanking




HLA-DQA1
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Postion on chré (Mb)

UCSC Genes Based on Reffeq, UniProt, GenBank, CCD2 and Comparative Cenomics

PRRTI | HCG23 § HLA-DRBE H HLA-DOAZ HOC100294145 H HLA-DPRL #
PPT2 H HLA-DRA | HLA-DOAL § TaPz HLA-DOA |
PPT2-EGFLS | HLA-DRBS H HLA-DOE2 HLA-DMB §f HLA-DPE1 Hh
AEPATL H HLA-DOB1 § PEMES | HLA-DPE2 B
aceR | LOC100507463 1
rBx2 | Tar1 i
GPSM3 | PsMBY |
noTCcH4 Bl HLA-DMA |
BRDZ2 |
BRD2 §

rsiD pos minor major MAF Beta  p.value adjpvalue rs114376585 rs115306967 imputed Result Type

rs112247058 | 31606376 C T |0.51]|-0.164]2.14e-08 | 0.020389 <0.2 <0.2 1 Flanking
rs114376585 | 32192331 A G |0.38|-0.047 | 1.16e-01 | 0.525691 1.000 <0.2 0 PC Risk
rs141507970 | 32206103 | C G |0.371-0.070 1.99e-02 | 0.560389 0.627 <0.2 1 MaxLD
rs115306967 | 32400939 | C G |0.28] 0271 | 4.14e—17 | 0.006047 <(.2 1.000 1 PC Risk
rs28383313 | 32587117 | G C |0.33]-0.509]1.19e-80 - <0.2 <0.2 1 Peak
rs114143157 | 32601019 A G |0.34| 0347 | 5.38e-30 ] 0.001486 <0.2 0.544 1 MaxLD
rs2071556 32904601 G T |0.37]|-0.180]9.82e-09 | 0.000656 <0.2 <0.2 0 Flanking
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Postion on chré (Mb)
UCSC Genes Based on RefSeq, UniProt, GenBank, CCDE and Comparative Genomics
PPT2 M HCG23 ¥ HLR-DRBS |H =moz-nDom1 ff Tarz | BRD2 § HLA-DPB2
PPT2-ECFLE | HLA-DEA § HLA-DQAL HLA-DQBALMHC100294145 H HLA-DPAL H
AGPAT1 H HLA-DRBE H HLA-DQAZ2 § HLA-DMB | HLA-DPB1 Hh
BGER | PsMBES | BRD2 | coL11adh|
PBX2 | LOC100507463 1 HLA-DOA |
GPEM3 | TaP1 f
noTcHs Wl rsMBe f
HLA-DMA
rsiD POS  minor major MAF Beta  p.value  adjpvalue rs114376585 rs115306967 imputed Result Type
rs2857709 | 31532814 | A G |0.16] 0.564 | 1.44e-19 | 1.01e-01 <0.2 <0.2 0 Flanking
rs114376585 | 32192331 | A G [0.38] 0.340 | 3.56e-13 | 3.23e-08 1.000 <0.2 0 PC Risk
rs9267853 32195251 T C 10.38| 0.342| 2.65e-13 | 4.43e-08 0.997 <0.2 0 MaxLD
rs115306967 | 32400939 | C G |0.28]-0.055] 3.10e-01 | 7 .44e-01 <0.2 1.000 1 PC Risk
rs9269349 | 32540517| G A |0.26]-0.242| 6.98e-05 | 2.65¢-01 <0.2 0.514 1 MaxLD
rs9273394 | 32627082 | A G [0.28] 0.938 | 1.83e-119 - <0.2 <0.2 1 Peak
rs114554250 | 33196570 | A G |0.04]-0.616| 2.86e-08 | 1.07e-07 <0.2 <0.2 1 Flanking
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Postion on chré (Mb)

UcsC Genes Based on Refseq, UniProt, GenBank, CCDS and Comparative Genomics
excs |4 crE HCe23 | HLA-DQEL | HLA-DME | sLcasat | BAKL |
APOM SKIVIL HLA-DRA | HLA-DOR | rP31E |

ceorfa? DOM2% HLA-DRES | TRP2 HLA-DPEZ | kIFcL i
GPINICL STH19 HLAL-DREG | PSMES cor112z ZBTEY |
CENKZE cYp2ia | HLA-Dga1 | HLA-DMA | RINGL
Tysase | TNZE | HLA-DGB2 |  HLA-DPAL | PHFL |
BEHD165 STELY | LOC100507463 | RERE
LEHD164 CYP21532 TRP1 HSD17ES

Cgorfah THXE PSMES HOGZE §
DDAH2 ATF6E LOCLO0Z34145 H wpssz
cLIcl FKEPL BRDZ BAGALT4

MSHE -SAPCDL PRRTL | ERDZ WDR46

MSH5 -SAPCDL PPT2 HLA-DPEL CUTH |

VAT PPT2-ECFLE PFDNE
VARS RGPATL RGLZ
L8M3 BCER TLPED
HSPALL PEX2 ZETE22
HSPALR GPEM3 DRXX
HSEALE | NOTCHA syncnel i
cgorf4s |
SNORDEZ |
NEUL
SLC44B4
EHMT2
ZETE12

(GIN/IAR) S1ey UoheUIqWIcoay

adj.pvalue rs114376585 rs115306967 imputed Result Type

rsiD pos minor major MAF Beta p.value

rs114558910 | 31611158 T C |0.20]|-0.872| 3.58e-12 | 2.52e-01 <0.2 <0.2 1 Flanking
rs114376585 | 32192331 A G |0.38]-0.094] 3.70e-01 | 2.55e-02 1.000 <0.2 0 PC Risk
rs141507970 | 32206103 | C G |0.37]|-0.374| 3.53e-04 | 4.86e-01 0.627 <0.2 1 MaxLD
rs1153065967 | 32400939 C G |0.28|-0.589| 3.42e-07 | 2.18e-01 <0.2 1.000 1 PC Risk
rs114143157 | 32601019 A G [0.34|-0812| 2.37e-13 | 8.55e-01 <0.2 0.544 1 MaxLD
rs6927022 32612397 | G A |047] 1.683 | 2.01e-86 | 6.80e-09 <0.2 <0.2 1 ReverseBeta
rs9273123 32612733 | G A |041]-2.037] 1.89e-140 - <0.2 <0.2 1 Peak
rs115660687 | 32938199 | A G |0.06]-1.167] 1.23e-08 | 7.45e-03 <0.2 <0.2 1 Flanking
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Postion on chré (Mb)
UcsC Genes Based on Refseq, UniProt, GenBank, CCDS and Comparative Genomics
npoM |4 SKIVIL HOG3E | HLA-DQAZ | HLA-DEAL KIFCL
Cgorfd? DOM2E HLA-DRA |  HLZ-DOEZ | HLA-DPBL PHF1
GPANK1 STH19 HLA-DRES || TAPZ COL11A2 BAKL |
CSNKZE oypzias | HLA-DRES 1 PSMES RXRE
LY6G5C | TNXB . HLA-DQAL " HLA-DME | HCG25 |
ABHDlGA“ STE19 | HLE-DREL |  HLA-DMA | vess2 ||
ABHD16A CYP21A3 LOC100507463 | SLC3YAT
ceorfes THXE h-|-< TAPL HSD17ES
DDEHZ ATFEE PSMES RINGL
cLIcl FKBPL LOCL00294145 | RPE18
MSHS -2APCD1 PRRT1 BRDZ B1GALT4
MSHE -2APCDL PDT2 ERDZ WDR46
VAT PPTZ-EGFLE HLA-DOA | PFDN6G
VERS BGPATL HLA-DPE2 | CUTS |
LEMZ RCER reL2 |
HSPALL § PEXZ TRDPEP
HSPALA | GPSM3 ZETE22
HSPALE | HOTCH4 DAXX
cgort4s | sywcarl i
SHORDS2 ZETES |
HEUL
SLo44A4
EHMT2
ZETE12

cre i

L

rsiD pos minor major MAF Beta  p.value adjpvalue rs114376585 rs115306967 imputed Result Type
rs115521560 | 32019382 C A |0.07] 0.496 | 4.65e-10| 1.47e-05 <0.2 <0.2 0 Flanking
rs114376585 | 32192331 | A G |0.38] 0.091 [ 3.09e-02 | 8.28e-09 1.000 <0.2 0 PC Risk
rs115306967 | 32400938 C G [0.28]-0.252(5.80e-08 | 2.30e-02 <0.2 1.000 1 PC Risk
rs114143157 | 32601019 | A G [0.34]-0.283|3.60e-10 | 4.60e-03 <0.2 0.544 1 MaxLD
rs17612669 | 32615816 G A [0.35]-0.566(2.82e-43 - <0.2 <0.2 1 Peak
rs154978 | 32899296 | C T |0.46]|-0.240]1.67e-08 | 5.56e-04 <0.2 <0.2 0 Flanking
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Postion on chr7 (Mb)

UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
SKAPZ Hedfeeeelf| HOX2A9 1 HIBZDH HesedH JAZF1-AS1 H
HOXAL | Tax1Erl HHH
HOTAIRML # JAZF1 (Heelreetrerecred
HOXR2 |
HOXRS K
HOXA4 |
HOXA-RS2 H
HOXAS
HOXR6
HOXAT |
MIR196B |
HOXZ10 |
HOXA11 |
HOXA13 |
HOTTIE |
BVEL |

M.

+
* $ e
4
rslD pos minor major MAF Beta p.value adjpvalue rs10486567 imputed Result Type

rs6461992 | 27220831 | A G |0.08|0.314] 6.42e-15| 4.56e—01 <0.2 0 Flanking
rs3735533 | 27245893 | T C |0.07(0.423] 7.14e-24 - <0.2 1 Peak
rs10486567 | 27976563 | A G |0.23|0.161] 6.44e-10| 5.37e-11 1.000 0 PC Risk
rs7808935 | 27977363 C T |0.23]|0.161]|6.17e-10| 5.18e—-11 1.000 1 MaxLD
r510807843 | 27992390 C T |0.21]0.150] 3.09¢-08 | 3.02e-10 0.910 1 Flanking
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Postion on chr10 (Mb)
UCST Genes Based on Reffeq, UniProt, GenBank, CCD8 and Comparative Genomics
Cl0orf7s GBF1 TRIMS H cyp17al
HPSE | NFKEZ { ARLI HHH CNNMZ b=
LBl H PsD H aFxNz Hilh
pPRCL HY FBXL1S | Cloorfiz H
NOLC1 cUEDCz hH AS3IMT
Loc1oo505761 B
C100rfas |
TMEM1 80 H
ACTR1A IH
SUFU Hersstrrmalpipn

rsIiD pos minor major MAF Beta p.value adj.pvalue rs3850699 imputed Result Type
rs11191291 | 104213502 | T C |0.23| 0132 ]9.78e-21| 3.27e-02 <0.2 0 Flanking
rs1064072 | 104215617 | G C 10.28| 0126 | 1.12e-21 - <0.2 1 Peak
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rs4307650 | 104959852 A C (0.38|-0.080|9.19e-11 | 1.28e-06 <0.2 1 Flanking
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rsiD pos minor mMajor MAF Beta p.value adjpvalue rs3850699 imputed Result Type
r512570201 | 104222963 T C |0.48]| 0136 |7.91e-10| 0.18534 <0.2 1 Flanking
rs7896841 | 104294665 | T C |0.36| 0.164 | 6.43e-13 - <0.2 1 Peak
rs3850698 | 104414221 | G A |0.27|-0.116] 2.70e-06 | 0.02622 1.000 0 PC Risk
rs7916092 | 104425471 | C T 0.30|-0.128] 8.62e-08 | 0.00771 0.900 1 MaxLD
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minor major MAF Beta  p.value

(AW/No) vy uoneUIqUoOSY

rsiD pos adj.pvalue rs3850699 imputed Result Type
r512360330 | 104148355 T C |0.14|-0.195]| 2.68e-08 | 0.07075 <0.2 1 Flanking
rs61873704 | 104236929 | C T |0.37| 0.413 | 8.37e-86 - <0.2 1 Peak
rs3850698 | 104414221 | G A |0.27|-0.179] 4.00e-11| 0.21752 1.000 0 PC Risk
rs12262998 | 104428716 | T C ]0.30|-0.207 | 1.63e-15] 0.08981 0.823 1 MaxLD
rs4311992 | 105120649 A G |0.23]| 0.155| 2.45e-08| 0.00075 <0.2 1 Flanking
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rsiD pos minor major MAF Beta  p.value adj.pvalue rs3850699 imputed Result Type
rs118028082 | 104226834 A G |0.07|-0.184]1.54e-09 | 5.64e-01 <0.2 1 Flanking
rs3850699 104414221 G A ]0.27]1-0.076] 2.02e-05| 5.10e-27 1.000 0 PC Risk
rs2902548 104487382 | T C ]|0.17]-0.273] 5.22e—-49 - <0.2 0 Peak
rs7918080 104517826 | C G ]0.22] 0.221]2.56e-36 | 1.20e-35 <0.2 1 ReverseBeta
rs11191394 | 104528509 | C A ]0.28]-0.098] 6.04e-09 | 2.89e-41 0.607 1 MaxLD
rs113278154 | 104960464 T C 0.09]1-0.161]1.23e-09 | 3.43e-01 <0.2 1 Flanking
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rsiD pos minor major MAF Beta  p.value adj.pvalue rs3850699 imputed Result Type
rs11191294 | 104225837 | G T |0.37| 0196 | 2.50e-08| 0.390 <0.2 1 Flanking
rs3850699 [ 104414221 | G A |o27]-0.260]3.05¢-12| 0.309 1.000 0 PC Risk
rs11191394 | 104528509 | C A |o28]-0331]377e-21| 0127 0.607 1 MaxLD
rs12241517 | 104621068 | G A [0.33]-0.471]1.75¢-54 - <0.2 1 Peak
rs3740478 | 105205356 | T C |o0.08]-0.390]1.88e-08| 0.832 <0.2 0 Flanking
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rsiD pos minor major MAF Beta p.value adj.pvalue rs3850699 Result Type
rs3850699 | 104414221 | G A |0.27]-0.032| 4.00e-05| 03763 1.000 0 PC Risk
rs11191381 | 104493444 | T ¢ |0.29]-0.038]1.95e-07 | 0.2684 0.602 0 Flanking
rs12776506 | 104532828 | G A |o029]-0.040]4.71e-08| 03554 0.603 1 MaxLD
rs7902218 | 104740210 | A G [0.47]| 0048 ]3.83e-13| 08366 <0.2 1 ReverseBeta
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rsiD pos minor major MAF B:ta p.value adj.pvalue rs1938781 imputed Result Type
rs1938781 | 58915110 G A |022] 0183 | 3.64e-07 | 1.16e-06 1.000 1 PC Risk
rs17153415 | 58925860 | G A |021] 0.107 | 1.42e-07 | 6.06e-07 0.947 1 Flanking
rs7934971 | 58943442 T G |032| 0122 2.97e-12 | 5.06e-11 0.504 1 MaxLD
rs12284698 | 58962967 | C T |002] 0.493]7.14e-14 - <0.2 0 Peak
rs75112843 | 58973623 | G A |0.02] 0493 ] 7.14e-14 | 8.92¢-01 <0.2 0 Peak
rs12791481 | 58977372 G T |047]-0.105]1.89e-09 | 1.53e-07 <0.2 1 ReverseBeta
rs11229905 | 50034323 | G A |0.01] 0500 1.56e-11| 7.00e-01 <0.2 1 Flanking
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UCSC Genes Based on RefSeq, UniProt, GenBank, CCDS and Comparative Genomics
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rsiD POS  minor major MAF Beta p.value  adipvalue rs684232 imputed Result Type
rs12948505 | 464962 T C |0.18] 0.205] 3.35e-09 | 2.69e-09 <0.2 1 Flanking
rs684232 |[618965| C T [0.39|-0.144] 5.95e-07 | 1.27e-05 1.000 0 PC Risk
1s2740360 |629308| T C |0.46| 0.167 | 1.34e-08 | 1.00e-04 0518 1 MaxLD
rs2750006 |659371| A G |0.03| 0.761 | 8.46e-25 - <0.2 1 Peak
rs75504469 |698635| T C |0.02] 0.833 | 6.65e-16| 7.76e-01 <0.2 1 Flanking
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rsiD pos minor major MAF Beta p.\ﬁlue adj.pvalue rs8102476 imputed Result Type
rs72460680 | 38731662 | A G |0.33]0.059] 2.04e-08 | 0.020337 0.231 1 Flanking
rs8102476 | 38735613 | T C |0.43]0.058] 3.56e—09 | 0.040741 1.000 0] PC Risk
rs3786877 | 38759180 | C T |0.41]|0.072| 4.68e-13 | 0.000645 0.563 0 MaxLD
rs2060244 | 38774622 | T C |0.10|0.165] 1.31e-28 - <0.2 1 Peak
rs3745949 | 38779912 | G A |0.10]0.165| 1.31e-28 | 0.744940 <0.2 1 Peak
rs79210197 | 38884909 | T A |0.04|0.157| 4.12e-09 | 0.535215 «0.2 0] Flanking
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rsiD pos minor major MAF Beta p.value adj.pvalue rs8102476 imputed Result Type
rs§102454 | 38735480 | A G |0.43|-0.106] 2.02e-09 | 2.35e-06 0.993 1 Flanking
rs8102476 | 38735613 | T C |0.43|-0.105] 4.01e-09 | 2.01e-06 1.000 0 PC Risk
rs12981216 | 38740925| T C 0.43|-0.106] 1.99e-09 | 2.39e-06 0.987 1 MaxLD
r$113370094 | 38828509 | C A ]0.03] 0.614 | 4.56e-40 - <0.2 1 Peak
rs62119116 | 39210673 T C |0.06| 0.200 | 2.98e-08 | 2.52¢-02 <0.2 1 Flanking




TMPRSS2

rs1041449
. — 100
40 °
¢
e |
E | g0
. 80 &)
30 ! ot
! 3
i =3
! S
o ' o
S
=20 ' '
O \ 1 ] A
2 : i : - 40 5
: ; ™ ! ; e
N i : u % i 4 ) °
: ) ! b "e ! ' =
: 1 " ,! ] :: i : ' s ! =
107 P Lo ey fol ' S
[} e
. ¢ o . L o s 208
1o b 4 W= " ook .o
[ : :I Y yon now " .y : e
o ‘N 4 W "ok, . A e
: :I iy ) l" [ “l" » :' i :' :":' Jl :: B :I LA M h ln:':.l .ili o
|y N 14 - [ n ) i
LY = ST, SRR R G N s R S SRR T
42.51 4268 42.86 43.03 43.21
Postion on chr21 (Mb)
UCSC Genes Based on RefSeqg, UniProt, GenBank, CCDS and Comparative Genomics
LINCOO323 H M2 Al RIPK4 HeH
BRCE2 e PRDM15 HiRHHH
PLACY B MX1 HilH C20D2 ke
FaM3B H-HH
* o e .
. ¢% ’,:o © *o* . .3
3 ‘t{ *
e ? 0{'
LY
‘e
rsiD pos minor Major MAF Beta  p.value adj.pvalue rs1041449 imputed Result Type
rs1557370 | 42830690 | G A |0.07]-0.260| 5.40e-10 | 0.000341 <0.2 0 Flanking
rs6517673 | 42892056 | A G |0.08]-0.490| 5.5%e-41 - 0.2 0 Peak
rs8134657 | 42893808 | A G |0.08]-0.490| 5.59e-41| 0.961031 0.2 0 Peak
rs1041449 | 42901421 | G A |0.47] 0.106 | 4.08e-07 | 0.075963 1.000 0 PC Risk
rs9979125 | 42907168 T C |0.48] 0.120 | 1.32e-08 | 0.025171 0.8897 1 MaxLD
rs78831106 | 42915890 A C |0.02]-0.553| 2.99e-09 | 0.949788 <0.2 1 Flanking
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rsID pos minor major MAF Beta  p.value adjpvalue rs5759167 rs742134 imputed Result Type
rs13058545 | 43162106 | C G |0.41|-0.060| 1.64e-08| 0.276 <0.2 <0.2 1 Flanking
rs2899364 | 43248411 | G T |0.43]| 0.120]7.87e-33 - <0.2 <0.2 1 Peak
rs9612008 | 43489144 | A G |0.45]|-0.054| 1.02e-07 0.101 0.665 <0.2 1 MaxLD
re5759167 | 43500212 T G |0.49]|-0.038]| 1.61e-04 0.187 1.000 <0.2 o] PC Risk
rs742134 | 43518275 A G |0.11] 0.024 | 1.66e-01 0.939 <0.2 1.000 1 PC Risk
rs5759182 | 43539651 | G A |011]| 0029 |861e-02| 0.774 <0.2 0.950 0 MaxLD




Supplementary Figure 5 - Distributions of the minimal size of eQTL peak

For each of the 88 significant target genes, the minimal size of the eQTL peak was
determined by taking the distance between the endpoints of the highest cluster of significant
SNPs. The distribution is plotted with Kb of the peak on the y-axis and sorted by size. The inset

plot displays all regions with size < 50Kb.
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Supplementary Figure 6 - Mapping of candidate regulatory domains and candidate
causative SNPS responsible for CTBP2 gene dysregulation

Panel A shows the regional association plot for CTBP2 over a 400Kb region. The peak
eQTL region explored further (results shown in panels A and C) is approximately 15 kb and is
outlined by a red box. The characteristics of the plot are described in figure 1.

Panel B shows the UCSC genome browser for the 15Kb peak eQTL region (as outlined
in panel B), providing a number of tracks used to map elements important for gene regulatory
domains as described in Hazelett et. al.> The 24 peak eQTL SNPs are shown in the first track as

reference points (see table for identification).
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UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly

move| <<< [ << [ < | > [>> [ »»> |zoomin| 1.5x [ 3x | 10x | base |zoom out| 15x

3x 10x | 100x

ne symbol or

chr10:126,688,150-126,703,477 15,328 bp. | enter position. ge

chria (g28.13) 1

scale
chria:

Thibodeau peak eQTL SHPs

FCa.e58.2

AR cell lines

ARDR

FoxAl

MERE 1

CTCF

DHase I + androgen

OHAzeT

RWFEL

FreEC

HIKZTac+DHT

H3K4mas

CTEPE
CTEFE
CTEFE
CTEFE
CTEFE

5 kh}
126,689,608 126,590, 688 126,891,808 126,592, 060] 126,693,608 126,694,008

r=115955439_GFI1 |

User Supplisd Track
| [l | 11 e
Func i{SHPD identified Risk Enhancers
FCa, 2581
Significant ]y Altered ENCODE MOTiFS by SHF (Wul, FACTORROOK.OF2) h2ts
rs2825595_MEF2 |
rs4962416_TCOF12 |
rs4962416_UAS |
rs4962415_UA12 |
rS4962419_v—JUN |
rsTATTATS_TOF13 |
rsTATTATE_ZEEL |
rs12769619_ARE (MR /LNCAF —AR-Ch IF-Seq /Homer |
rs12769a19_FOU2F2 |
rs12769652_BHLHE+A |
rs12769652_ZE61 |
AR ChIP-seq cell-line common pesks

Ahdrogen Receptor OCcupied Region
FoxAl ChIF-seq (+/- DHT LNCaF)
L
HEXZ.1 ChIF-ssq (LMCaFX)

Farnham TCF7LZ ChIF-seq LMCAF
CTCF ChIF-seq +/-DHT LHCaP

ONAsel hupersensitive region (LMCaF)
e —— I
RMFE1 DMasel-seq
- L] [

FrEC DHasel-seq

DHase I + androgen in LMCIF cells
[ ] [ |

Farnham H3K27ac ChIP-seq (charcosl stripped serum LNCAF)
1
Farnham HEK27ac ChIF-Sed C+DHT LNCSF)
1
H3K4mel ChIF-seq (+7— DHT LNCAF)
1
H3k4mes ChIF-seq (LNCAF)

Refieq Genes

| hg1a
1
126,695, 0688 126,895,006l 126,607.e88] 126,608,488l 126,699,068] 126,700, @86l 126,70i,e06] 126,702,808 126,763,808




Supplementary Figure 7 - Mapping of candidate regulatory domains and candidate
causative SNPS responsible for ASCL2A gene dysregulation

Panel A shows the regional association plot for ASCL2 over a 180Kb region. The peak
eQTL region explored further (panels A and C) is approximately 35 kb and is outlined by a red
box. The characteristics of the plot are described in figure 1.

Panel B shows the UCSC genome browser for the 35Kb peak eQTL region (as outlined
in panel B), providing a number of tracks used to map elements important for gene regulatory
domains as described in Hazelett et. al.> The 54 peak eQTL SNPs are shown in the first track as

reference points (see table for identification).
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Supplementary Figure 8 - Summary of published eQTL studies used for comparison
Venn diagram depicting the overlap of the positive associations found in each study. The

most common genes (found in 3 or more studies) are listed.
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