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Abstract
The Type I Diabetes Genetics Consortium genotyped 24 single-nucleotide polymorphisms (SNPs)
in the CTLA4 locus in 2298 type I diabetes (T1D) nuclear families (11 159 individuals, 5003 affected)
to evaluate the recognized T1D association. The 24 CTLA4 SNPs span ~43 kb from the 5′ flanking
to 3′ flanking region of the gene in the middle of an extended region of linkage disequilibrium of
more than 100 kb. The genotyping was performed using two technologies (Illumina GoldenGate and
Sequenom iPlex) on the same samples. The genotype calls by both the methods were highly consistent
(the majority >99%). Previously reported T1D association from both the +49G>A and the CT60
SNPs was replicated. The reported association of the −319C>T SNP was not replicated. Although
associated with T1D risk, it is likely that neither SNP is causative, as the peak of T1D association
was from the SNP rs231727 at 3′ flanking of the CTLA4 gene. Comprehensive resequencing and
fine mapping of the CTLA4 region are still needed to clarify the causal variants.
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Introduction
The CTLA4 gene at Chr2q33 encodes cytotoxic T-lymphocyte-associated protein 4 (CTLA-4).
Activation of T lymphocytes by the T cell receptor (TCR) complex after antigen recognition
requires co-stimulation by CD28.1 CTLA-4 transmits inhibitory signals to attenuate T-cell
activation by competing for the B7 ligands with its homologue CD28.2,3 In addition, CTLA-4
can inhibit TCR signaling by direct interaction with the TCR complex,4 acting as an
intracellular phophatase. Blocking CTLA-4 by anti-CTLA-4 mAb can increase IL-2 mRNA
expression and IL-2 secretion,5 and promote T-cell proliferation.5,6 Therefore, genetic
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variations impacting on the function of the CTLA4 gene might participate in genetic
susceptibility to autoimmune diseases by modifying the inhibitory effect on T-cell activity.

The role of CTLA4 in the genetics of type I diabetes (T1D) was first identified by the association
of an A-G transition at position 49 (+49G>A, rs231775) in European populations.7 The
+49G>A single-nucleotide polymorphism (SNP) encodes an Ala/Thr substitution in the signal
peptide. Subsequently, this T1D association was replicated in other populations.8-12 In
addition to T1D, CTLA4 variants are associated with rheumatoid arthritis,13 systemic lupus
erythematosus,14 Graves’ disease and autoimmune thyroiditis.15 Subsequent fine mapping of
the CTLA4 gene region has rejected +49G>A as the only causal SNP of T1D susceptibility,
whereas stronger association was identified with rs3087243 (CT60), an SNP at the 3′ flanking
region of CTLA4.15 A combined effect on T1D risk from both CT60 and the 5′ CTLA4 region
could not be excluded.15 As of the relative small effect size of the CTLA4 association with
T1D, this combined effect has not been replicated.

To evaluate the effect of CTLA4 variants in a large collection of affected sib-pair families, the
Type I Diabetes Genetics Consortium (T1DGC) genotyped 24 CTLA4 SNPs in 2298 T1D
nuclear families (11 159 individuals). This manuscript reports on the analyses of the CTLA4
SNPs with T1D risk.

Results
A set of 24 SNPs selected in the CTLA4 gene region was genotyped by the Illumina GoldenGate
technology; of these 22 CTLA4 SNPs were successfully genotyped by the Sequenom iPLEX
technology. As shown in Table 1, both methods have good call rates with a minimum of 97.7%.
The genotype distribution of each SNP call is in Hardy–Weinberg Equilibrium. For the 22
SNPs genotyped by both methods, the concordance rates are high except for the last SNP
rs6748358, ~18 kb downstream of 3′ flanking of the CLTA4 gene. The results of analysis for
association with T1D are shown in Table 2. Both genotyping methods have consistent T1D
association results (Supplementary Figure 1). The SNPs with the strongest association with
T1D association are rs1427676 and rs231727. These two SNPs are in tight linkage
disequilibrium (LD) (r2=0.988).

Conditional logistic regression was used to determine whether the effect of an SNP could have
been due to LD with the most strongly associated SNP. Conversely, the analyses were
performed to determine whether other SNPs adds to that effect of the most associated SNP.
Conditional analysis suggested stronger association with rs231727 than rs1427676
(conditional P=0.031 by the Illumina assay, and conditional P=0.023 by the Sequenom assay).
A rare third haplotype (haplotype frequency=0.003) with the predisposing G allele of
rs1427676 and the protective G allele of rs231727 was under-transmitted (transmission
ratio=11/22, P=0.056). All the other T1D-associated SNPs have high LD rs231727 with
r2≥0.299 (Supplementary Figure 2) with the exception of SNP rs11571290.

The three tag SNPs of +49G>A (rs926169, rs231770 and rs231779) are in moderate LD with
rs231727 (r2 of 0.658, 0.725 and 0.804, with rs231727, respectively). CT60 is in low LD with
rs231727 (r2=0.383). The three tag SNPs of +49G>A (rs926169, rs231770 and rs231779) also
has low LD with CT60 (r2 of 0.370, 0.392 and 0.476, respectively). As shown by conditional
logistic regression analysis, only the analysis of rs11571290 contributes (with borderline
significance) to the major effect on T1D risk from rs231727 (P=0.046 by the Illumina assay
and P=0.082 by the Sequenom assay).

To explore the interaction of rs11571290 and rs231727, the haplotype-specific effect was tested
by the logistic regression analysis of transmission of the haplotypes. This analysis found no
haplotype-specific effect (P=0.876) that suggests rs11571290 and rs231727 are acting
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multiplicatively. Other than rs11571290, no other SNP contributed significantly to T1D risk
within the CTLA4 locus (Table 2).

Discussion
The CTLA4 SNP rs11571290 is the result of a G→A mutation. The G allele is the ancestral
allele, as shown by human–chimpanzee alignment. The variant A allele (minor allele frequency
(MAF)=0.042) is T1D protective. The borderline significance of the extra effect from
rs11571290 SNP does not withstand correction for the multiple hypotheses tested.

To address the issue of borderline significance and absence of a replication sample, we used
our own genome-wide association scan data of 997 T1D cases and 2027 controls.16 As shown
by our data, rs231726 was associated (P=1.7×10−3) with T1D with OR=1.21 (95% CI 1.07,
1.36). The genotypes of rs11571290 were imputed with high (95.3%) probability of the
imputation matching empirical genotyping for rs11571290. No significant T1D (P=0.82)
association was detected from the imputed genotypes of rs11571290, OR=1.04 (95% CI
0.75,1.44). Thus, these data do not support rs11571290 as an independent minor effect on risk.
However, the power to detect the association of rs11571290 at α=0.05 level is only 33–41%,
as determined by the sample size of our genome-wide association scan study. The peak of
CTLA4 association with T1D is in the ~43 kb region around SNP rs231727 at ~2.8 kb
downstream of 3′ region flanking CTLA4. The rare SNP rs11571290 with a protective minor
allele may represent a minor independent genetic effect, but fails to achieve statistical
significance.

Currently, change of gene expression at the mRNA alternative splicing level15 and post-
translational modification level17 has been suggested as possible mechanisms of CTLA4 risk
to T1D. The consequent effect of CTLA4 expression change on T-cell proliferation has been
observed with contradictory results.5,6 Therefore, the mechanism of genetic variation(s) on
the gene function still needs further study. Such mechanistic studies will be more meaningful
if guided by knowledge of the causal polymorphism, which may be anywhere in the ~124 kb
LD block that encompasses CTLA4 and ICOS (Supplementary Figure 3). At this point, both
CTLA4 and ICOS have not been comprehensively re-sequenced. Therefore, the conclusions
of this T1DGC study are preliminary and an effect from an unknown or ungenotyped
polymorphism cannot be excluded.

Materials and methods
Samples

Description of the samples and quality control procedures are found elsewhere in this volume
(Brown et al.18). Briefly, there were 11159 individuals from 2298 families (5003 affected)
genotyped. A total of 1477 individuals had missing genotypes in CTLA4 for either platform.
In addition, 322 individuals had only genotypes from Illumina, and 401 individuals had only
genotypes from Sequenom. This sample performance appears similar to that of other genes in
the T1DGC Rapid Response project. Thus, these missing genotypes are considered unrelated
to assay quality and reflect availability of samples. These missing samples were not taken into
account for the genotyping quality assessment of each platform.

In an effort to provide additional replication data to that of the T1DGC-affected sib-pair
families, an independent cohort from our own genome-wide association scan data of 997 T1D
cases and 2027 controls was included.16 The Research Ethics Board of the Montreal Children’s
Hospital, the Research Ethics Board of the Children’s Hospital of Philadelphia and other
participating centers approved the study, and written informed consent was obtained from all
subjects.

Qu et al. Page 3

Genes Immun. Author manuscript; available in PMC 2010 January 12.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Genotyping
The 24 SNPs span ~43 kb from the 5′ flanking to 3′ flanking region of the CTLA4 gene.
According to the HapMap Public Release #21a in January 2007 (http://www.hapmap.org), the
24 SNPs captured all HapMap SNPs with MAF>0.01 at r2=1 in this region (Supplementary
Figure 4). CT60 was included in these 24 SNPs and, although +49G>A was not included, three
SNPs genotyped by the T1DGC (rs926169, rs231770 and rs231779) have r2=1 with +49G>A,
as shown by the European HapMap data. Genotyping in the separate replication population
was performed using the Illumina InfiniumII HumanHap550 BeadChip technology (Illumina,
San Diego, CA, USA).

Statistical methods
Conditional logistic regression was used to determine the effect of an SNP because of LD to
the most strongly associated SNP or, conversely, whether SNPs add to that effect. The analysis
was performed using the conditional extended transmission disequilibrium test (TDT)
method19 using UNPHASED
(http://www.mrcbsu.cam.ac.uk/personal/frank/software/unphased/).20 The conditional
extended TDT method is based on the haplotype transmission test. If there is an effect at a
second marker conditional on the first marker in case–parent trios, a significant difference in
transmission of haplotypes identical at the first marker but different at the second marker locus
will be identified.19 To explore the interaction between SNPs, a haplotype-specific effect was
tested by the logistic regression analysis of transmission of the haplotypes. The expectation-
maximization algorithm by the partition/ligation method21 using Haploview software
(www.broad.mit.edu/personal/jcbarret/haploview) was used for the haplotype phase
estimation.

In the separate replication sample, principal components analysis was used to identify outliers.
Using the EIGENSOFT version 2.0 software,22,23 67 cases and 130 controls were removed.
Imputation was performed using MACH1.0
(http://www.sph.umich.edu/csg/abecasis/MaCH/index.html), available from the HapMap
website with the European HapMap data as reference (http://www.hapmap.org/).

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

Acknowledgments
The Type I Diabetes Genetics Consortium (T1DGC) is funded by the NIH Grant U01-DK62418. The GWAS from
our group was funded by the Children’s Hospital of Philadelphia, the Juvenile Diabetes Research Foundation
International and Genome Canada. We thank all the patients and the healthy control subjects for their participation in
the study. HQQ is supported by a fellowship from the Canadian Institutes of Health Research. Special thanks for the
helpful comments from Dr John Todd. Genotyping was performed at the Broad Institute Center for Genotyping and
Analysis is supported by grant U54 RR020278 from the National Center for Research Resources.

References
1. Alegre M-L, Frauwirth KA, Thompson CB. T-cell regulation by CD28 and CTLA-4. Nat Rev Immunol

2001;1:220–228. [PubMed: 11905831]
2. van der Merwe PA, Bodian DL, Daenke S, Linsley P, Davis SJ. CD80 (B7-1) binds both CD28 and

CTLA-4 with a low affinity and very fast kinetics. J Exp Med 1997;185:393–403. [PubMed: 9053440]
3. Ostrov DA, Shi W, Schwartz J-CD, Almo SC, Nathenson SG. Structure of murine CTLA-4 and its

role in modulating T cell responsiveness. Science 2000;290:816–819. [PubMed: 11052947]
4. Lee K-M, Chuang E, Griffin M, Khattri R, Hong DK, Zhang W, et al. Molecular basis of T cell

inactivation by CTLA-4. Science 1998;282:2263–2266. [PubMed: 9856951]

Qu et al. Page 4

Genes Immun. Author manuscript; available in PMC 2010 January 12.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

http://www.hapmap.org
http://www.mrcbsu.cam.ac.uk/personal/frank/software/unphased/
http://www.broad.mit.edu/personal/jcbarret/haploview
http://www.sph.umich.edu/csg/abecasis/MaCH/index.html
http://www.hapmap.org/


5. Maurer M, Loserth S, Kolb-Maurer A, Ponath A, Wiese S, Kruse N, et al. A polymorphism in the
human cytotoxic T-lymphocyte antigen 4 (CTLA4) gene (exon 1 +49) alters T-cell activation.
Immunogenetics 2002;54:1–8. [PubMed: 11976786]

6. Kouki T, Sawai Y, Gardine CA, Fisfalen ME, Alegre ML, DeGroot LJ. CTLA-4 Gene polymorphism
at position 49 in exon 1 reduces the inhibitory function of CTLA-4 and contributes to the pathogenesis
of Graves’ disease. J Immunol 2000;165:6606–6611. [PubMed: 11086105]

7. Nistico L, Buzzetti R, Pritchard LE, Van der Auwera B, Giovannini C, Bosi E, et al. The CTLA-4 gene
region of chromosome 2q33 is linked to, and associated with, type 1 diabetes. Belgian diabetes registry.
Hum Mol Genet 1996;5:1075–1080. [PubMed: 8817351]

8. Van Der Auwera BJ, Vandewalle CL, Schuit FC, Winnock F, De Leeuw IH, Van Imschoot S, et al.
CTLA-4 gene polymorphism confers susceptibility to insulin-dependent diabetes mellitus (IDDM)
independently from age and from other genetic or immune disease markers. Clin Exp Immunol
1997;110:98–103. [PubMed: 9353155]

9. Krokowski M, Bodalski J, Bratek A, Machejko P, Caillat-Zucman S. CTLA-4 gene polymorphism is
associated with predisposition to IDDM in a population from central Poland. Diabetes Metab
1998;24:241–243. [PubMed: 9690057]

10. Takara M, Komiya I, Kinjo Y, Tomoyose T, Yamashiro S, Akamine H, et al. Association of CTLA-4
gene A/G polymorphism in Japanese type 1 diabetic patients with younger age of onset and
autoimmune thyroid disease. Diabetes Care 2000;23:975–978. [PubMed: 10895849]

11. Lee Y-J, Huang F-Y, Lo F-S, Wang W-C, Hsu C-H, Kao H-A, et al. Association of CTLA4 gene A-
G polymorphism with type 1 diabetes in Chinese children. Clin Endocrinol 2000;52:153–157.

12. Osei-Hyiaman D, Hou L, Zhiyin R, Zhiming Z, Yu H, Amankwah AA, et al. Association of a novel
point mutation (C159G) of the CTLA4 gene with Type 1 diabetes in West Africans but not in Chinese.
Diabetes 2001;50:2169–2171. [PubMed: 11522687]

13. Gough SC. The genetics of Graves’ disease. Endocrinol Metab Clin North Am 2000;29:255–266.
[PubMed: 10874528]

14. Barreto M, Santos E, Ferreira R, Fesel C, Fontes MF, Pereira C, et al. Evidence for CTLA4 as a
susceptibility gene for systemic lupus erythematosus. Eur J Hum Genet 2004;12:620–626. [PubMed:
15138458]

15. Ueda H, Howson JMM, Esposito L, Heward J, Snook, Chamberlain G, et al. Association of the T-
cell regulatory gene CTLA4 with susceptibility to autoimmune disease. Nature 2003;423:506–511.
[PubMed: 12724780]

16. Hakonarson H, Grant SF, Bradfield JP, Marchand L, Kim CE, Glessner JT, et al. A genome-wide
association study identifies KIAA0350 as a type 1 diabetes gene. Nature 2007;448:591–594.
[PubMed: 17632545]

17. Anjos S, Nguyen A, Ounissi-Benkalha H, Tessier M-C, Polychronakos C. A common autoimmunity
predisposing signal peptide variant of the cytotoxic T-lymphocyte antigen 4 results in inefficient
glycosylation of the susceptibility allele. J Biol Chem 2002;277:46478–46486. [PubMed: 12244107]

18. Brown WM, Pierce JJ, Hilner JE, Perdue LH, Lohman K, Lu L, et al. Type I Diabetes Genetics
Consortium. Overview of the Rapid Response data. Genes Immun 2009;10(Suppl 1):S5–S15.
[PubMed: 19956101]

19. Koeleman BPC, Dudbridge F, Cordell HJ, Todd JA. Adaptation of the extended transmission/
disequilibrium test to distinguish disease associations of multiple loci: the Conditional Extended
Transmission/Disequilibrium Test. Ann Hum Genet 2000;64:207–213. [PubMed: 11246472]

20. Dudbridge F. Pedigree disequilibrium tests for multilocus haplotypes. Genet Epidemiol 2003;25:115–
121. [PubMed: 12916020]

21. Qin ZS, Niu T, Liu JS. Partition-ligation-expectation-maximization algorithm for haplotype inference
with single-nucleotide polymorphisms. Am J Hum Genet 2002;71:1242–1247. [PubMed: 12452179]

22. Patterson N, Price AL, Reich D. Population structure and eigenanalysis. PLoS Genet 2006;2:e190.
[PubMed: 17194218]

23. Price AL, Patterson NJ, Plenge RM, Weinblatt ME, Shadick NA, Reich D. Principal components
analysis corrects for stratification in genome-wide association studies. Nat Genet 2006;38:904–909.
[PubMed: 16862161]

Qu et al. Page 5

Genes Immun. Author manuscript; available in PMC 2010 January 12.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



24. Horvath S, Xu X, Laird NM. The family based association test method: strategies for studying general
genotype–phenotype associations. Eur J Hum Genet 2001;9:301–306. [PubMed: 11313775]

Qu et al. Page 6

Genes Immun. Author manuscript; available in PMC 2010 January 12.

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

Qu et al. Page 7

Ta
bl

e 
1

Th
e 

24
 S

N
Ps

 in
 th

e 
C

TL
A4

 lo
cu

s s
tu

di
ed

 b
y 

th
e 

T1
D

G
C

M
ar

ke
r

Ph
ys

ic
al

 p
os

IL
M

N
ca

ll 
ra

te
IL

M
N

H
W

E 
P

SQ
N

M
ca

ll 
ra

te
SQ

N
M

H
W

E 
P

Co
ns

ist
en

cy
 ra

te
 o

f
IL

M
N

 v
s S

Q
N

M

rs
23

18
11

20
45

39
39

7
1.

00
0

0.
23

4
0.

98
7

0.
31

0
1.

00
0

rs
67

41
28

3
20

45
40

31
6

1.
00

0
0.

22
2

0.
98

9
0.

13
0

0.
99

4

rs
11

57
12

93
20

45
43

21
9

0.
99

9
0.

41
0

0.
98

9
0.

52
3

0.
99

9

rs
21

62
61

0
20

45
44

23
5

1.
00

0
0.

59
8

0.
98

8
0.

16
4

0.
99

9

rs
92

61
69

a
20

45
48

25
8

0.
99

6
0.

44
9

0.
98

1
0.

38
2

0.
99

9

rs
11

57
12

90
20

45
48

64
7

1.
00

0
0.

20
9

0.
99

8
0.

19
3

1.
00

0

rs
23

17
70

a
20

45
54

65
9

0.
99

8
0.

54
5

0.
98

5
0.

49
9

0.
99

8

rs
73

36
18

20
45

56
45

0
0.

98
7

0.
97

9
0.

98
7

0.
06

6
0.

98
0

rs
11

57
13

16
20

45
56

59
5

0.
99

9
0.

26
2

0.
98

7
0.

27
5

0.
99

9

rs
16

84
02

52
20

45
57

02
5

0.
99

9
0.

37
2

0.
99

0
0.

14
6

1.
00

0

rs
11

57
13

17
20

45
57

51
4

0.
99

8
0.

72
9

0.
99

4
0.

68
6

0.
99

9

rs
57

42
90

9 
(−

31
9C

>T
)

20
45

57
85

3
1.

00
0

0.
85

1
0.

99
7

0.
61

4
1.

00
0

rs
23

17
77

20
45

59
09

4
0.

99
9

0.
68

4
0.

99
2

0.
28

1
1.

00
0

rs
23

17
79

a
20

45
59

99
3

1.
00

0
0.

43
3

0.
99

6
0.

48
2

1.
00

0

rs
30

87
24

3 
(C

T6
0)

20
45

64
42

5
0.

99
9

0.
12

2
—

—
—

rs
14

27
67

6
20

45
66

67
2

0.
99

6
0.

12
8

0.
99

7
0.

16
9

1.
00

0

rs
23

17
27

20
45

67
05

6
0.

99
9

0.
12

1
0.

98
4

0.
12

6
1.

00
0

rs
23

17
31

20
45

70
03

6
0.

99
8

1.
00

0
0.

99
4

0.
71

8
1.

00
0

rs
11

57
13

00
20

45
72

27
3

0.
99

9
0.

57
6

0.
99

6
0.

42
9

1.
00

0

rs
13

65
96

5
20

45
77

37
6

1.
00

0
0.

16
4

0.
98

2
0.

66
2

0.
98

5

rs
23

17
57

20
45

78
99

3
0.

99
9

0.
58

5
0.

98
6

0.
63

7
1.

00
0

rs
23

17
55

20
45

79
07

5
0.

99
8

0.
50

9
0.

99
5

0.
57

9
0.

99
5

rs
76

00
32

2
20

45
79

85
9

0.
97

7
0.

23
1

—
—

—

rs
67

48
35

8
20

45
82

41
1

0.
99

4
0.

26
2

0.
98

4
0.

89
2

0.
95

9

A
bb

re
vi

at
io

ns
: C

TL
A

4,
 c

yt
ot

ox
ic

 T
-ly

m
ph

oc
yt

e-
as

so
ci

at
ed

 p
ro

te
in

 4
; H

W
E,

 H
ar

dy
–W

ei
nb

er
g 

Eq
ui

lib
riu

m
; S

N
P,

 si
ng

le
-n

uc
le

ot
id

e 
po

ly
m

or
ph

is
m

; T
1D

G
C

, T
yp

e 
I D

ia
be

te
s G

en
et

ic
s C

on
so

rti
um

.

a Ta
g 

SN
Ps

 o
f +

49
G

>A
.

Genes Immun. Author manuscript; available in PMC 2010 January 12.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Qu et al. Page 8

Ta
bl

e 
2

Th
e 

T1
D

 a
ss

oc
ia

tio
n 

te
st

 o
f t

he
 2

4 
C

TL
A4

 si
ng

le
-n

uc
le

ot
id

e 
po

ly
m

or
ph

is
m

s (
SN

Ps
)

M
ar

ke
r

M
A

M
AF

IL
M

N
 Z

IL
M

N
 P

IL
M

N
rs

23
17

27
Co

nd
iti

on
in

g 
P

SQ
N

M
 Z

SQ
N

M
 P

SQ
N

M
rs

23
17

27
Co

nd
iti

on
in

g 
P

rs
23

18
11

C
0.

39
1

−2
.2

72
0.

02
3

0.
77

6
−2

.9
74

0.
00

3
0.

86
9

rs
67

41
28

3
T

0.
06

3
0.

13
2

0.
89

5
0.

04
8

0.
09

4
0.

92
5

0.
66

8

rs
11

57
12

93
T

0.
37

5
−1

.8
25

0.
06

8
0.

51
8

−2
.7

10
0.

00
7

0.
98

1

rs
21

62
61

0
G

0.
20

2
−0

.3
37

0.
73

6
0.

62
5

−0
.1

36
0.

89
1

0.
69

4

rs
92

61
69

a
A

0.
42

2
2.

38
7

0.
01

7
0.

32
6

3.
01

3
0.

00
3

0.
97

7

rs
11

57
12

90
A

0.
04

2
−2

.3
77

0.
01

7
0.

04
6

−2
.2

43
0.

02
5

0.
08

2

rs
23

17
70

a
A

0.
43

4
2.

69
1

0.
00

7
0.

08
3

2.
78

9
0.

00
5

0.
48

5

rs
73

36
18

G
0.

07
2

−0
.9

65
0.

33
4

0.
07

0
0.

63
3

0.
52

7
0.

01
8

rs
11

57
13

16
A

0.
38

2
−2

.1
29

0.
03

3
0.

95
4

−3
.0

45
0.

00
2

0.
92

2

rs
16

84
02

52
T

0.
18

2
−0

.6
86

0.
49

3
0.

21
0

−0
.5

03
0.

61
5

0.
21

9

rs
11

57
13

17
T

0.
07

9
0.

20
8

0.
83

5
0.

22
6

0.
11

1
0.

91
1

0.
23

4

rs
57

42
90

9 
(−

31
9C

>T
)

A
0.

09
8

−0
.5

31
0.

59
6

0.
46

1
−0

.6
31

0.
52

8
0.

49
4

rs
23

17
77

T
0.

16
0

−0
.3

29
0.

74
2

0.
17

4
−0

.4
03

0.
68

7
0.

21
6

rs
23

17
79

a
A

0.
41

1
2.

90
5

0.
00

4
0.

14
0

3.
11

7
0.

00
2

0.
20

7

rs
30

87
24

3 
(C

T6
0)

T
0.

40
6

−2
.2

69
0.

02
3

0.
88

6
—

—
—

rs
14

27
67

6
G

0.
36

5
3.

81
5

1.
36

×1
0−

4
0.

07
0

3.
98

9
6.

64
×1

0−
5

0.
04

4

rs
23

17
27

A
0.

36
2

3.
99

6
6.

45
×1

0−
5

—
3.

44
1

5.
80

×1
0−

4
—

rs
23

17
31

G
0.

21
0

−1
.8

16
0.

06
9

0.
14

5
−1

.3
64

0.
17

2
0.

15
3

rs
11

57
13

00
G

0.
13

7
0.

39
7

0.
69

2
0.

12
3

−0
.0

59
0.

95
3

0.
23

8

rs
13

65
96

5
C

0.
34

9
3.

33
9

0.
00

1
0.

25
1

2.
79

0
0.

00
5

0.
01

4

rs
23

17
57

G
0.

19
8

−1
.1

78
0.

23
9

0.
58

5
−0

.8
32

0.
40

6
0.

67
8

rs
23

17
55

C
0.

16
5

−1
.3

83
0.

16
7

0.
69

0
−1

.2
88

0.
19

8
0.

81
0

rs
76

00
32

2
C

0.
45

5
−2

.0
35

0.
04

2
0.

35
7

—
—

—

rs
67

48
35

8
T

0.
45

6
−2

.4
22

0.
01

5
0.

27
9

−2
.3

75
0.

01
8

0.
88

6

A
bb

re
vi

at
io

ns
: C

TL
A

4,
 c

yt
ot

ox
ic

 T
-ly

m
ph

oc
yt

e-
as

so
ci

at
ed

 p
ro

te
in

 4
; M

A
, m

in
or

 a
lle

le
; M

A
F,

 m
in

or
 a

lle
le

 fr
eq

ue
nc

y.

Genes Immun. Author manuscript; available in PMC 2010 January 12.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Qu et al. Page 9
Th

e 
ty

pe
 I 

di
ab

et
es

 (T
1D

) a
ss

oc
ia

tio
n 

w
as

 te
st

ed
 b

y 
th

e 
Fa

m
ily

-B
as

ed
 A

ss
oc

ia
tio

n 
Te

st
 (F

B
A

T)
 so

ftw
ar

e 
(h

ttp
://

w
w

w
.b

io
st

at
.h

ar
va

rd
.e

du
/~

fb
at

/fb
at

.h
tm

).2
4  

C
on

si
de

rin
g 

th
at

 m
os

t o
f t

he
 T

yp
e 

I D
ia

be
te

s
G

en
et

ic
s C

on
so

rti
um

 (T
1D

G
C

) f
am

ili
es

 h
av

e 
m

ul
tip

le
 si

bl
in

gs
, t

he
 o

pt
io

n 
of

 th
e 

em
pi

ric
al

 v
ar

ia
nc

e 
w

as
 u

se
d 

in
 th

e 
FB

A
T 

st
at

is
tic

s t
o 

pe
rm

it 
a 

ro
bu

st
 b

ut
 u

nb
ia

se
d 

te
st

 o
f g

en
et

ic
 a

ss
oc

ia
tio

n.
 T

he
 c

on
di

tio
na

l

an
al

ys
is

 w
as

 d
on

e 
us

in
g 

th
e 

co
nd

iti
on

al
 e

xt
en

de
d 

TD
T 

m
et

ho
d,

17
 im

pl
em

en
te

d 
in

 th
e 

U
N

PH
A

SE
D

 so
ftw

ar
e 

pa
ck

ag
e 

(h
ttp

://
w

w
w

.m
rc

-b
su

.c
am

.a
c.

uk
/p

er
so

na
l/f

ra
nk

/s
of

tw
ar

e/
un

ph
as

ed
/).

20

a Ta
g 

SN
Ps

 o
f +

49
G

>A
.

Genes Immun. Author manuscript; available in PMC 2010 January 12.

http://www.biostat.harvard.edu/~fbat/fbat.htm
http://www.mrc-bsu.cam.ac.uk/personal/frank/software/unphased/

