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Abstract
Genome-wide association studies have identified multiple common alleles associated with prostate
cancer risk in populations of European ancestry. Testing these variants in other populations is
needed to assess the generalizability of the associations, and may guide fine-mapping efforts. We
examined 13 of these risk variants in a multiethnic sample of 2,768 incident prostate cancer cases
and 2,359 controls from the Multiethnic Cohort (MEC; African Americans, European Americans,
Latinos, Japanese Americans and Native Hawaiians). We estimated ethnic-specific and pooled
odds ratios and tested for ethnic heterogeneity of effects using logistic regression. In ethnic-pooled
analyses, 12 of the 13 variants were positively associated with risk, with statistically significant
associations (p<0.05) noted with 6 variants (odds ratio, 95% confidence interval): JAZF1,
rs10486567, 1.23(1.12–1.35); Xp11.2, rs5945572, 1.31(1.13–1.51); HNF1B, rs4430796,
1.15(1.06–1.25); MSMB, rs10993994, 1.13(1.04–1.23); 11q13.2, rs7931342, 1.13(1.03–1.23);
3p12.1, rs2660753, 1.11(1.01–1.21); SLC22A3, rs9364554, 1.10(1.00–1.21); CTBP2, rs12769019,
1.11(0.99–1.25); HNF1B, rs11649743, 1.10(0.99–1.22); EHBP1, rs721048, 1.08(0.94–1.25);
KLK2/3, rs2735839, 1.06(0.97–1.16); 17q24.3, rs1859962, 1.04(0.96–1.13); and LMTK2,
rs6465657, 0.99(0.89–1.09). Significant ethnic heterogeneity of effects was noted for 4 variants
(EHBP1, phet = 3.9×10−3; 11q13, phet = 0.023; HNF1B (rs4430796), phet = 0.026; and KLK2/3,
phet = 2.0×10−3). Although power was limited in some ethnic/racial groups due to variation in
sample size and allele frequencies, these findings suggest that a large fraction of prostate cancer
variants identified in populations of European ancestry are global markers of risk. For many of
these regions, fine-mapping in non-European samples may help localize causal alleles and better
determine their contribution to prostate cancer risk in the population.
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Introduction
Genome-wide association studies (GWAS) in men of European ancestry have revealed
multiple variants consistently associated with prostate cancer risk (1–5). Testing of these
risk alleles across populations is an important first step to address the pan-ethnic nature of
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their associations, as differences in linkage disequilibrium (LD) and minor allele frequencies
(MAF) may make it difficult to generalize the associations to populations of non-European
descent. We have recently demonstrated the power that multiethnic genetic studies of
common complex diseases possess, having revealed a number of common variants for
prostate cancer at 8q24 that were not identified in larger comprehensive studies in
populations of European ancestry (6). In the present study, we have evaluated 13 variants
considered to be established risk variants for prostate cancer among men of European
ancestry in association with prostate cancer risk in a large multiethnic case-control study.

Materials and Methods
Study Population

The Multiethnic Cohort Study (MEC) is a population-based prospective cohort study that
was initiated between 1993 and 1996 and includes subjects from various ethnic groups –
African-Americans and Latinos primarily from California (mainly Los Angeles) and Native
Hawaiians, Japanese-Americans, and European Americans primarily from Hawaii (7). State
driver’s license files were the primary sources used to identify study subjects in Hawaii and
California. Additionally, in Hawaii, state voter’s registration files were used, and, in
California, Health Care Financing Administration (HCFA) files were used to identify
additional African American men.

All participants (n=215,251) returned a 26-page self-administered baseline questionnaire
that obtained general demographic, medical and risk factor information. In the cohort,
incident cancer cases are identified annually through cohort linkage to population-based
cancer Surveillance, Epidemiology, and End Results (SEER) registries in Hawaii and Los
Angeles County as well as to the California State cancer registry. Information on stage and
grade of disease are also obtained through the SEER registries.

Blood sample collection in the MEC began in 1994 and targeted incident prostate cancer
cases and a random sample of study participants to serve as controls for genetic analyses.
This nested prostate cancer case-control study in the MEC consists of 2,768 invasive
prostate cancer cases and 2,359 controls. This study was approved by the Institutional
Review Boards at the University of Southern California and at the University of Hawaii and
informed consent was obtained from all study participants.

Laboratory Assays
Genotyping for this study was performed using genomic DNA samples, and the allelic
discrimination assay (8). The assay for rs4962416, which was previously reported as a risk
allele near the CTBP2 gene (4), failed in genotyping so it was replaced by rs12769019 for
association testing of this risk allele (pairwise r2 = 1.0 in the hapmap CEU population). We
included ~5% duplicate samples to assess genotyping reproducibility. In total, the
concordance was 99.9% among the replication sets. For the 13 variants, the overall
genotyping call rate was 98.7%. Call rates were also similar between cases and controls for
each population (largest difference was 5.5% for rs5945572 in African Americans). For each
variant, we examined Hardy-Weinberg equilibrium (HWE) using a chi squared test (1 df)
among the controls for each ethnic group. Three variants were nominally statistically
significantly (rs2660753, European Americans, p=0.035; rs9364554, Japanese Americans,
p=0.047; and rs2735839, European Americans, p=0.035). Based on the number of tests we
would have expected ~3 of these tests to be significant by chance alone. Details regarding
genotyping efficiency and HWE are provided in Supplemental Table 1.
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Statistical Analysis
Odds ratios (OR) and 95% confidence intervals (CI) of the effect of each variant on prostate
cancer risk were computed using logistic regression in ethnic-specific and ethnic-pooled
analyses (SAS version 9.1, SAS Institute Inc., Cary, North Carolina). We estimated the log-
additive effect of each risk allele as well as the OR for heterozygotes and homozygotes
separately. All estimates are adjusted for age (quintiles) and race (in pooled analysis). In the
admixed populations (African Americans, Latinos, and Native Hawaiians), we adjusted for
their global proportion of European ancestry as previously described (6). First degree family
history of prostate cancer (father or full brother) was also examined as a potential
confounding variable, but was not included in the model because it had no effect (<2%
change) on the pooled risk associations. We tested for allelic heterogeneity of effects by
including an interaction term between variant and racial/ethnic group in the regression
model (4 df test). We also tested for gene × gene interaction by including an interaction term
for every combination of two risk alleles. We also examined genetic associations with
prostate cancer risk among disease subgroups using the standard case-control approach,
limiting the cases to those with a specific phenotype (‘advanced disease’) and all controls,
and a case-only analysis to test for differences by disease subgroup. We defined the cancer
as ‘advanced’ if high stage (regional by direct extension, regional by lymph nodes, regional
by both direct extension and lymph nodes, regional NOS, or distant metastases/systemic
disease), and/or high grade (low level of cell differentiation; Gleason score > 7). Non-
advanced disease was defined as having both a localized stage and low grade (Gleason
Score ≤ 7). We were unable to define cases as either advanced or localized if both stage and
grade data were missing or if either the stage was localized or grade was low (Gleason Score
≤ 7), and information for the other variable was missing (n=207).

Results and Discussion
Cases in this study ranged in age of entry into the cohort from 44 to 78 with a mean of 64.3
(age at diagnosis ranged from 46 to 87). Controls ranged in age from 45 to 77 with a mean
of 62.5. The Japanese-Americans were slightly older (mean age of entry, 64.6 years) while
the Native Hawaiians were slightly younger than the other three groups (mean age of entry,
62.7 years).

Six of the variants were nominally statistically significant (p<0.05) in pooled analyses
(JAZF1, rs10486567, OR= 1.23; (95% CI, 1.12–1.35); Xp11.2, rs5945572, 1.31(1.13–1.51);
HNF1B, rs4430796, 1.15(1.06–1.25); MSMB, rs10993994, 1.13(1.04–1.23); 11q13.2,
rs7931342, 1.13(1.03–1.23), and 3p12.1, rs2660753, 1.11(1.01–1.21); Table 1). These
associations were similar in magnitude (RR>1.10) and in the same direction as reported in
previous GWAS among men of European ancestry (1–5). The associations for each
genotype class are provided in Supplemental Table 2. These 6 risk variants were common in
all populations with frequencies ranging from 0.06–0.76, and frequencies ≥0.19 in the
combined sample. For two variants we detected significant heterogeneity of the effect across
populations (HNF1B, rs4430796, phet = 0.026; 11q3.2, rs7931342, phet = 0.023). For these
variants, positive associations were noted in all populations except African Americans and
Japanese, respectively, the two largest groups, suggesting that these variants are poorly
linked to the causal alleles in these populations.

Non-significant positive associations were also observed in the expected direction for 6
other variants (SLC22A3, rs9364554, 1.10(1.00–1.21); CTBP2, rs12769019, 1.11(0.99–
1.25); HNF1B, rs11649743, 1.10(0.99–1.22); EHBP1, rs721048, 1.08(0.94–1.25); KLK2/3,
rs2735839, 1.06(0.97–1.16); and 17q24.3, rs1859962, 1.04(0.96–1.13)) and for most of
these variants, positive associations were observed consistently across population (Table 1).
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Two of these variants had frequencies <0.20 in the combined sample with ethnic-specific
frequencies <0.05 in some populations. We noted significant ethnic heterogeneity in the
associations for EHBP1 (rs721048, phet = 3.9 ×10−3) and KLK2/3 (rs2735839, phet =
2.0×10−3), (Table 1) and no evidence of an association with variant rs6465657 in LMTK2,
(OR=0.99; 95% CI: 0.89–1.09). Interestingly, the KLK2/3 variant was inversely associated
with risk in African Americans.

The original GWAS found effect sizes of 1.10–1.25 per allele with frequencies of the risk
alleles ranging from 0.10–0.85 (1–5). A replication study of seven of these alleles by the
PRACTICAL Consortium found per allele effect sizes ranging from 1.08 to 1.30 (9). In our
study, a lack of power due to smaller sample size and/or low MAFs in some populations
(and thus in the combined sample) was likely to contribute to some of the variants not
reaching statistical significance. We had relatively limited power (50–65%) to detect
statistically significant pooled effects of 1.10–1.12 for variants with frequencies as low as
0.20. Power was improved (≥81%) for effects ≥1.20 and risk alleles with frequencies ≥0.10
in the combined sample.

We detected 6 significant gene × gene interactions; however, it is difficult to determine
whether any of these are true effects, since this analysis included 78 tests and we would have
expected ~4 significant interactions by chance alone. The most significant interaction
(p=9.0×10−3) was between rs4430796 (HNF1B) and rs1859962 (17q24) which are both
located on the same chromosome, albeit in distant areas.

We also examined allelic associations by disease subgroup (advanced vs. non-advanced;
Table 2 and Supplemental Tables 3 and 4) and tested for differences in case-case analyses.
None of the differences in prostate cancer risk between advanced and non-advanced
subgroups were statistically significant.

While the majority of the risk variants examined in this study were positively associated
with risk in the pooled analysis, the lack of consistent effects in all populations for some
markers suggests that, for these associations, the underlying causal variant may not be of
appreciable frequency in all populations and/or differences in LD may be obscuring effects
in some populations. One example where this is likely to be case is rs4430796 (HNF1B)
where we noted no evidence of an association in African Americans (OR = 0.99, 95% CI
0.84–1.16). The ethnic heterogeneity observed for some markers may also be due to
interactions with other genetic risk factors and environmental exposures that vary in
frequency across populations, which we plan to explore in future analyses.

Our previous studies on 8q24 and prostate cancer provide strong support for the hypothesis
that the higher incidence of prostate cancer in African American men, compared to men in
other racial and ethnic populations, is due to common risk variants that are more common in
men of African descent (6). It is interesting to note that only three of the variants examined
in this study were more common in African Americans than in the other racial/ethnic groups
(Table 1). Fine-mapping of these candidate prostate cancer risk loci in a multiethnic sample
will be important in order to identify the strongest markers of risk in each population and
hopefully will help us to better understand the excess risk of prostate cancer in African
Americans.

Among the alleles examined, very little is known about the genes involved and/or the
potential biological mechanisms underlying their association with prostate cancer risk. None
of the risk variants examined in this study are located in exons. Decreased serum levels of
the protein product of MSMB, Prostate Secretory Protein of 94 amino acids, has been
associated with increased prostate cancer risk (10). MSMB may be a tumor suppressor and
altering its expression could play an important role in tumorigenesis. HNF1B, a transcription
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factor, is involved in nephrogenesis, and heterozygous mutations in HNF1B are known to
cause maturity-onset diabetes of the young (MODY5) (11,12). HNF1B is located on
chromosome 17q12 where two independent risk alleles for prostate cancer have been
detected in non-coding sequence (2,5). KLK3 encodes the PSA protein, which raises the
question as to whether the previously reported relationship is causal or an artifact of
differential selection of cases and controls based on PSA levels (13,14). Controls were
unselected with regard to PSA level in the present study. A statistically significant positive
association was found with the KLK3 SNP for subjects of European and Japanese ancestry,
whereas a significant inverse association was found in African Americans. This may suggest
that either the variant is not causal, and/or that distinct mechanisms are at play in these
populations. In addition to the already established 8q24 region, the variants at both 3p12 and
11q13 lie in gene deserts, with the closest annotated genes being ~70 kb and ~67 kb away,
respectively.

In conclusion, we have confirmed that the majority of associations noted with prostate
cancer risk variants from GWAS in European populations can be generalized to other
populations. Moreover, they appear to act independentlly. Deep resequencing and fine-
mapping of these regions in samples from multiple populations is now recommended,
specifically for loci that display significant ethnic heterogeneity, to both define the full
spectrum of risk alleles in the population, as well as further localize the causal alleles.

Supplementary Material
Refer to Web version on PubMed Central for supplementary material.

Acknowledgments
From the University of Southern California we thank Loreall Pooler and David Wong for their laboratory assistance
and Hank Huang and Chris Hsu for their technical support. The Multiethnic Cohort Study was supported by
National Cancer Institute (NCI) grants CA63464 and CA54281. Partial salary support was also provided by NHGRI
grant 1U01HG004802.

Financial Support: The Multiethnic Cohort Study was supported by National Cancer Institute (NCI) grants
CA63464 and CA54281. Partial salary support was also provided by NHGRI grant 1U01HG004802.

References
1. Eeles RA, Kote-Jarai Z, Giles GG, et al. Multiple newly identified loci associated with prostate

cancer susceptibility. Nat Genet 2007;40:316–21. [PubMed: 18264097]
2. Gudmundsson J, Sulem P, Steinthorsdottir V, et al. Two variants on chromosome 17 confer prostate

cancer risk, and the one in TCF2 protects against type 2 diabetes. Nat Genet 2007;39:977–83.
[PubMed: 17603485]

3. Gudmundsson J, Sulem P, Rafnar T, et al. Common sequence variants on 2p15 and Xp11.22 confer
susceptibility to prostate cancer. Nat Genet 2008;40:281–3. [PubMed: 18264098]

4. Thomas G, Jacobs KB, Yeager M, et al. Multiple Loci identified in a genome-wide association
study of prostate cancer. Nat Genet 2008;40:310–5. [PubMed: 18264096]

5. Sun J, Zheng SL, Wiklund F, et al. Evidence for two independent prostate cancer risk-associated
loci in the HNF1B gene at 17q12. Nat Genet 2008;40:1153–5. [PubMed: 18758462]

6. Haiman CA, Patterson N, Freedman ML, et al. Multiple regions within 8q24 independently affect
risk for prostate cancer. Nat Genet 2007;39:638–44. [PubMed: 17401364]

7. Kolonel LN, Henderson BE, Hankin JH, et al. A Multiethnic Cohort in Hawaii and Los Angeles:
Baseline Characteristics. Am J Epidemiol 2000;151:346–57. [PubMed: 10695593]

8. Lee LG, Connell CR, Bloch W. Allelic discrimination by nick-translation PCR with fluorogenic
probes. Nucleic Acids Res 1993;21:3761–6. [PubMed: 8367293]

Waters et al. Page 5

Cancer Epidemiol Biomarkers Prev. Author manuscript; available in PMC 2010 August 7.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



9. Kote-Jarai Z, Easton DF, Stanford JL, et al. Multiple Novel Prostate Cancer Predisposition Loci
Confirmed by an International Study: The PRACTICAL Consortium. Cancer Epidemiol
Biomarkers Prev 2008;17:2052–61. [PubMed: 18708398]

10. Nam RK, Reeves JR, Toi A, et al. A novel serum marker, total prostate secretory protein of 94
amino acids, improves prostate cancer detection and helps identify high grade cancers at diagnosis.
J Urol 2006;175:1291–7. [PubMed: 16515983]

11. Dudziak K, Mottalebi N, Senkel N, et al. Transcription factor HNF1beta and novel partners affect
nephrogenesis. Kidney Int 2008;74:210–7. [PubMed: 18418350]

12. Fajans SS, Bell GI, Polonsky KS. Molecular mechanisms and clinical pathophysiology of
maturity-onset of diabetes of the young. N Engl J Med 2001;345:971–80. [PubMed: 11575290]

13. Ahn J, Berndt SI, Wacholder S, et al. Variation in KLK genes, prostate-specific antigen and risk of
prostate cancer. Nat Genet 2008;40:1032–4. [PubMed: 19165914]

14. Eeles R, Giles G, Neal D, Muir K, Easton DF. for the PRACTICAL Consortium. Reply to
“Variation in KLK genes, prostate-specific antigen and risk of prostate cancer”. Nat Genet
2008;40:1035–6.

Waters et al. Page 6

Cancer Epidemiol Biomarkers Prev. Author manuscript; available in PMC 2010 August 7.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Waters et al. Page 7

Ta
bl

e 
1

Fr
eq

ue
nc

ie
s o

f r
is

k 
al

le
le

s a
nd

 a
ss

oc
ia

tio
ns

 w
ith

 p
ro

st
at

e 
ca

nc
er

 ri
sk

 in
 th

e 
M

EC
.

O
R

(9
5%

 C
I)

a
R

is
k 

A
lle

le
 F

re
qu

en
cy

SN
P

C
hr

. G
en

e
A

lle
le

 T
es

te
d

A
fr

ic
an

A
m

er
ic

an
s

86
0 

ca
/5

75
 c

o

E
ur

op
ea

n
A

m
er

ic
an

s
46

8 
ca

/4
19

 c
o

L
at

in
os

60
3 

ca
/5

72
 c

o

Ja
pa

ne
se

A
m

er
ic

an
s

72
5 

ca
/6

84
 c

o
N

at
iv

e 
H

aw
ai

ia
ns

11
2 

ca
/1

09
 c

o
Po

ol
ed

27
68

 c
a/

2,
35

9 
co

P 
va

lu
e

P h
et

b

rs
72

10
48

2p
15

EH
B

P1
A

0.
86

(0
.5

9–
1.

26
)

0.
05

0.
87

(0
.6

7–
1.

12
)

0.
19

1.
49

(1
.1

9–
1.

87
)

0.
14

1.
05

(0
.7

1–
1.

56
)

0.
04

0.
52

(0
.2

4–
1.

12
)

0.
09

1.
08

(0
.9

4–
1.

25
)

0.
09

0.
26

3.
9×

10
−

3

rs
26

60
75

3
3p

12
.1

T
0.

97
(0

.8
3–

1.
14

)
0.

46
1.

06
(0

.8
1–

1.
39

)
0.

13
1.

15
(0

.9
4–

1.
40

)
0.

20
1.

30
(1

.0
9–

1.
55

)
0.

24
0.

94
(0

.5
6–

1.
57

)
0.

18
1.

11
(1

.0
1–

1.
21

)
0.

26
0.

03
4

0.
16

rs
93

64
55

4
6q

25
.3

SL
C

22
A

3
T

1.
10

(0
.8

2–
1.

48
)

0.
07

1.
06

(0
.8

6–
1.

30
)

0.
27

1.
15

(0
.9

5–
1.

39
)

0.
21

1.
09

(0
.9

3–
1.

29
)

0.
34

1.
07

(0
.6

9–
1.

68
)

0.
22

1.
10

(1
.0

0–
1.

21
)

0.
22

0.
06

2
0.

99

rs
10

48
65

67
7p

15
.2

JA
ZF

1
G

1.
18

(1
.0

0–
1.

40
)

0.
70

1.
50

(1
.1

9–
1.

89
)

0.
74

1.
19

(1
.0

0–
1.

40
)

0.
53

1.
14

(0
.8

8–
1.

48
)

0.
09

1.
25

(0
.8

3–
1.

89
)

0.
36

1.
23

(1
.1

2–
1.

35
)

0.
47

2.
1×

10
−

5
0.

48

rs
64

65
65

7
7q

21
.3

LM
TK

2
C

0.
91

(0
.7

2–
1.

14
)

0.
85

1.
08

(0
.8

9–
1.

31
)

0.
45

0.
94

(0
.7

8–
1.

12
)

0.
70

1.
04

(0
.8

2–
1.

33
)

0.
90

0.
98

(0
.6

5–
1.

49
)

0.
67

0.
99

(0
.8

9–
1.

09
)

0.
75

0.
80

0.
77

rs
10

99
39

94
10

q1
1.

23
M

SM
B

T
1.

05
(0

.9
0–

1.
24

)
0.

59
1.

15
(0

.9
6–

1.
39

)
0.

42
1.

06
(0

.9
0–

1.
25

)
0.

37
1.

26
(1

.0
8–

1.
46

)
0.

45
1.

10
(0

.7
5–

1.
61

)
0.

64
1.

13
(1

.0
4–

1.
23

)
0.

47
3.

1×
10

−
3

0.
52

rs
12

76
90

19
10

q2
6.

13
C

TB
P2

G
1.

20
(0

.9
8–

1.
47

)
0.

16
1.

12
(0

.9
0–

1.
39

)
0.

26
1.

00
(0

.8
3–

1.
21

)
0.

24
1.

43
(0

.7
5–

2.
76

)
0.

01
1.

42
 (0

.6
8–

2.
95

)
0.

07
1.

11
(0

.9
9–

1.
25

)
0.

15
0.

06
2

0.
60

rs
79

31
34

2
11

q1
3.

2
G

1.
12

(0
.9

3–
1.

35
)

0.
76

1.
28

(1
.0

5–
1.

55
)

0.
51

1.
27

(1
.0

7–
1.

51
)

0.
37

0.
87

(0
.7

3–
1.

05
)

0.
23

1.
19

(0
.7

9–
1.

80
)

0.
48

1.
13

(1
.0

3–
1.

23
)

0.
45

8.
4×

10
−

3
0.

02
3

rs
11

64
97

43
17

q1
2

H
N

F1
B

G
1.

04
(0

.7
9–

1.
38

)
0.

91
1.

05
(0

.8
2–

1.
35

)
0.

82
1.

29
(1

.0
4–

1.
61

)
0.

82
1.

08
(0

.9
1–

1.
27

)
0.

70
0.

96
(0

.6
5–

1.
41

)
0.

62
1.

10
(0

.9
9–

1.
22

)
0.

80
0.

06
7

0.
58

rs
44

30
79

6
17

q1
2

H
N

F1
B

A
0.

99
(0

.8
4–

1.
16

)
0.

35
1.

44
(1

.1
8–

1.
74

)
0.

48
1.

26
(1

.0
7–

1.
50

)
0.

57
1.

04
(0

.8
9–

1.
22

)
0.

64
1.

23
(0

.7
9–

1.
90

)
0.

70
1.

15
(1

.0
6–

1.
25

)
0.

53
9.

1×
10

−
4

0.
02

6

rs
18

59
96

2
17

q2
4.

3
G

1.
01

(0
.8

6–
1.

19
)

0.
32

1.
00

(0
.8

3–
1.

20
)

0.
51

1.
10

(0
.9

3–
1.

30
)

0.
60

1.
06

(0
.8

9–
1.

25
)

0.
26

1.
03

(0
.6

9–
1.

52
)

0.
56

1.
04

(0
.9

6–
1.

13
)

0.
42

0.
35

0.
95

rs
27

35
83

9
19

q1
3

K
LK

2/
3

G
0.

80
(0

.6
7–

0.
95

)
0.

71
1.

33
(1

.0
2–

1.
75

)
0.

84
1.

15
(0

.9
4–

1.
40

)
0.

77
1.

21
(1

.0
3–

1.
41

)
0.

58
0.

91
(0

.6
1–

1.
35

)
0.

51
1.

06
(0

.9
7–

1.
16

)
0.

70
0.

20
2.

0×
10

−
3

rs
59

45
57

2
X

p1
1.

22
N

U
D

T1
0/

11
A

1.
34

(1
.0

5–
1.

71
)

0.
26

1.
25

(0
.9

5–
1.

66
)

0.
35

1.
32

(0
.9

8–
1.

77
)

0.
17

1.
25

(0
.8

6–
1.

82
)

0.
08

1.
65

(0
.6

1–
4.

46
)

0.
06

1.
31

(1
.1

3–
1.

51
)

0.
19

2.
6×

10
−

4
0.

98

a O
R

s a
dj

us
te

d 
fo

r a
ge

 (q
ui

nt
ile

s)
, g

en
om

e-
w

id
e 

Eu
ro

pe
an

 a
nc

es
try

 (A
fr

ic
an

 A
m

er
ic

an
s, 

La
tin

os
 a

nd
 N

at
iv

e 
H

aw
ai

ia
ns

) a
nd

 a
ge

-e
th

ni
ci

ty
 st

ra
ta

 (p
oo

le
d 

an
al

ys
is

).

b P h
et

 =
 p

 v
al

ue
 fo

r h
et

er
og

en
ei

ty
 o

f a
lle

lic
 e

ff
ec

ts
 a

cr
os

s e
th

ni
c 

gr
ou

ps
 (4

 d
f t

es
t)

Cancer Epidemiol Biomarkers Prev. Author manuscript; available in PMC 2010 August 7.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Waters et al. Page 8

Ta
bl

e 
2

Fr
eq

ue
nc

y 
of

 R
is

k 
A

lle
le

 a
nd

 A
ss

oc
ia

tio
n 

w
ith

 P
ro

st
at

e 
C

an
ce

r b
y 

D
is

ea
se

 S
ub

gr
ou

p 
an

d 
C

as
e-

on
ly

 te
st

in
g.

O
R

(9
5%

 C
I)

a
R

is
k 

A
lle

le
 F

re
qu

en
cy

O
R

(9
5%

 C
I)

a
R

is
k 

A
lle

le
 F

re
qu

en
cy

SN
P

C
hr

. G
en

e
A

lle
le

 T
es

te
d

A
dv

an
ce

d 
C

as
es

96
1 

ca
/2

35
9 

co
N

on
-A

dv
an

ce
d 

C
as

es
16

00
 c

a/
23

59
 c

o
P h

et
b

rs
72

10
48

2p
15

EH
B

P1
A

1.
00

(0
.8

2–
1.

21
)

0.
09

1.
11

(0
.9

4–
1.

30
)

0.
09

0.
33

rs
26

60
75

3
3p

12
.1

T
1.

15
(1

.0
1–

1.
30

)
0.

26
1.

06
(0

.9
6–

1.
19

)
0.

26
0.

26

rs
93

64
55

4
6q

25
.3

SL
C

22
A

3
T

1.
06

(0
.9

3–
1.

21
)

0.
22

1.
12

(0
.9

9–
1.

25
)

0.
22

0.
53

rs
10

48
65

67
7p

15
.2

JA
ZF

1
G

1.
13

(0
.9

9–
1.

29
)

0.
47

1.
31

(1
.1

7–
1.

46
)

0.
47

0.
08

8

rs
64

65
65

7
7q

21
.3

LM
TK

2
C

0.
95

(0
.8

3–
1.

08
)

0.
75

1.
04

(0
.9

3–
1.

17
)

0.
75

0.
17

rs
10

99
39

94
10

q1
1.

23
M

SM
B

T
1.

07
(0

.9
6–

1.
20

)
0.

47
1.

16
(1

.0
6–

1.
27

)
0.

47
0.

19

rs
12

76
90

19
10

q2
6.

13
C

TB
P2

G
1.

16
(1

.0
0–

1.
36

)
0.

15
1.

08
(0

.9
4–

1.
23

)
0.

15
0.

36

rs
79

31
34

2
11

q1
3.

2
G

1.
17

(1
.0

4–
1.

32
)

0.
45

1.
10

(1
.0

0–
1.

22
)

0.
45

0.
37

rs
11

64
97

43
17

q1
2

H
N

F1
B

G
1.

14
(0

.9
9–

1.
32

)
0.

80
1.

10
(0

.9
8–

1.
25

)
0.

80
0.

69

rs
44

30
79

6
17

q1
2

H
N

F1
B

A
1.

16
(1

.0
3–

1.
30

)
0.

53
1.

15
(1

.0
5–

1.
27

)
0.

53
0.

88

rs
18

59
96

2
17

q2
4.

3
G

1.
00

(0
.8

9–
1.

12
)

0.
42

1.
07

(0
.9

7–
1.

18
)

0.
42

0.
27

rs
27

35
83

9
19

q1
3

K
LK

2/
3

G
1.

03
(0

.9
1–

1.
17

)
0.

70
1.

09
(0

.9
8–

1.
21

)
0.

70
0.

33

rs
59

45
57

2
X

p1
1.

22
N

U
D

T1
0/

11
A

1.
27

(1
.0

4–
1.

55
)

0.
19

1.
31

(1
.1

1–
1.

54
)

0.
19

0.
84

a O
R

s a
dj

us
te

d 
fo

r a
ge

(q
ui

nt
ile

s)
-e

th
ni

ci
ty

 st
ra

ta
, a

nd
 g

en
om

e-
w

id
e 

Eu
ro

pe
an

 a
nc

es
try

 (A
fr

ic
an

 A
m

er
ic

an
s, 

La
tin

os
 a

nd
 N

at
iv

e 
H

aw
ai

ia
ns

)

b P h
et

 =
 p

 v
al

ue
 fo

r h
et

er
og

en
ei

ty
 (a

dv
an

ce
d 

vs
. n

on
-a

dv
an

ce
d)

Cancer Epidemiol Biomarkers Prev. Author manuscript; available in PMC 2010 August 7.


