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which gene and polymorphism in this region are most
likely responsible for the reported association. We show
that E23K is also associated with decreased insulin
secretion in glucose-tolerant control subjects, supporting a mechanism whereby ␤-cell dysfunction contributes
to the common form of type 2 diabetes. Like peroxisome
proliferator–activated receptor ␥, the SUR1/Kir6.2 gene
region both contributes to the inherited risk of type 2
diabetes and encodes proteins that are targets for
hypoglycemic medications, providing an intriguing link
between the underlying mechanism of disease and validated targets for pharmacological treatment. Diabetes
53:1360 –1368, 2004

T

he sulfonylurea receptor (SUR1; encoded by
ABCC8) and its associated potassium channel
(Kir6.2; encoded by KCNJ11) have been implicated in susceptibility to type 2 diabetes on the
basis of the clinical efficacy of sulfonylurea medications,
the genetics of the rare human disorder familial hyperinsulinemic hypoglycemia of infancy (reviewed in 1), and
the putative association of common variation in one or
both genes with the common form of type 2 diabetes. ABCC8
and KCNJ11 reside adjacent to one another on human
chromosome 11p15.1, and their gene products form a heterodimer that regulates the transmembrane potential in the
pancreatic ␤-cell, thus providing a key intracellular signal
resulting in vesicular fusion and insulin secretion (1).
Several studies have assessed the possible association
of single-nucleotide polymorphisms (SNPs) in ABCC8 and
KCNJ11 with type 2 diabetes. The E23K polymorphism
was not significantly associated in initial reports (2–5), but
studies with larger sample sizes (6 –9) and subsequent
meta-analyses (6,8,10,11) indicate that this variant in
KCNJ11 is likely to be associated with type 2 diabetes. For
example, of the three recently published large studies
(8 –10), Gloyn et al. (8) focused on this gene and found a
nominally significant association of E23K with type 2
diabetes, whereas Barroso et al. (9) examined 152 SNPs
across many genes and achieved nominal statistical significance for E23K only under a recessive model and without
correction for the multiple hypotheses examined. Nielsen
et al. (10) failed to find significant association of E23K to
type 2 diabetes but observed that E23K was associated
with decreased insulin secretion in glucose-tolerant subjects.
The evidence for association of SUR1 polymorphisms is
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The genes for the sulfonylurea receptor (SUR1; encoded
by ABCC8) and its associated islet ATP-sensitive potassium channel (Kir6.2; encoded by KCNJ11) are adjacent
to one another on human chromosome 11. Multiple
studies have reported association of the E23K variant of
Kir6.2 with risk of type 2 diabetes. Whether and how
E23K itself— or other variant(s) in either of these two
closely linked genes—influences type 2 diabetes remains to be fully determined. To better understand
genotype-phenotype correlation at this important candidate gene locus, we 1) characterized haplotype structures across the gene region by typing 77 working,
high-frequency markers spanning 207 kb and both
genes; 2) performed association studies of E23K and
nearby markers in >3,400 patients (type 2 diabetes and
control) not previously reported in the literature; and
3) analyzed the resulting data for measures of insulin
secretion. These data independently replicate the association of E23K with type 2 diabetes with an odds ratio
(OR) in the new data of 1.17 (P ⴝ 0.003) as compared
with an OR of 1.14 provided by meta-analysis of previously published, nonoverlapping data (P ⴝ 0.0002). We
find that the E23K variant in Kir6.2 demonstrates very
strong allelic association with a coding variant (A1369S)
in the neighboring SUR1 gene (r2 > 0.9) across a range
of population samples, making it difficult to distinguish
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TABLE 1
Clinical characteristics of patient samples
Sample

Age (years)

BMI (kg/m2)

Fasting plasma
glucose (mmol/l)

Plasma glucose at 2 h
OGTT (mmol/l)

280/329
275/305

65 ⫾ 10
62 ⫾ 10

29 ⫾ 5
26 ⫾ 3

9.3 ⫾ 3.3
5.4 ⫾ 0.4

14.3 ⫾ 5.6
6.0 ⫾ 1.1

252/219
254/217

60 ⫾ 10
60 ⫾ 10

28 ⫾ 5
27 ⫾ 4

9.8 ⫾ 3.4
6.2 ⫾ 1.8

15.0 ⫾ 5.3
6.8 ⫾ 2.8

70/57
70/57

53 ⫾ 8
52 ⫾ 8

29 ⫾ 5
29 ⫾ 4

6.4 ⫾ 1.8
5.1 ⫾ 0.6

12.8 ⫾ 2.1
6.1 ⫾ 1.1

267/247
267/247

66 ⫾ 12
66 ⫾ 12

28 ⫾ 4
28 ⫾ 4

8.5 ⫾ 2.5
4.8 ⫾ 0.6

15.5 ⫾ 4.0
ND

Data are presented as means ⫾ SD. Plasma glucose was measured at baseline (fasting) and 2 h after an OGTT. IGT, impaired glucose
tolerance; IFG, impaired fasting glucose; NGT, normal glucose tolerance; C/C, case/control; ND, not done.

less clear, with a variety of results implicating an exon 16
polymorphism at the ⫺3 position (12–15), an exon 18
silent mutation (T759T) (12,16,17), and an exon 31 silent
mutation (R1273R) (18) in type 2 diabetes. A subsequent
meta-analysis of all published data concerning the exon 16
and exon 18 variants, however, yielded negative results
(8). In the report by Barroso et al. (9), a nominal association of five SUR1 SNPs was seen with type 2 diabetes,
although some or all of this effect might be due to linkage
disequilibrium (LD) with the E23K polymorphism.
In sum, these data strongly support the hypothesis that
genetic variation somewhere in the region of these two
genes does, in fact, influence risk of type 2 diabetes and
perhaps quantitative metabolic traits. Given the varied
results in different studies of this gene region, however, as
well as the number of genetic and phenotypic models
explored, it is clear that further replication and study of
genomic variation in the region is necessary to illuminate
a consistent pattern of correlation of these polymorphisms
with disease (19,20). We therefore set out to characterize
the haplotype structure of the SUR1/Kir6.2 gene region,
test the association of Kir6.2 E23K and nearby polymorphisms in a new patient population, refine our understanding of the genetic model of transmission, and investigate
the relationship of different genotype combinations to type
2 diabetes and insulin secretion.
RESEARCH DESIGN AND METHODS
Haplotype structure. To evaluate the haplotype structure of the SUR1/Kir6.2
gene region, we genotyped 129 publicly available SNPs in a multigenerational
panel of 12 Centre d’Etude du Polymorphisme Humain (CEPH) pedigrees
totaling 96 chromosomes from Utah white subjects. We also studied two
additional panels of individuals of Asian and African-American self-reported
ethnicity to define the haplotype structure of KCNJ11 in a more diverse panel.
Selected SNPs span 207 kb, from ⬃23 kb upstream of the ABCC8 transcription
start site to ⬃92 kb downstream of the KCNJ11 termination codon. Where
possible, we preferentially selected SNPs that had been validated by more than
one submitter (i.e., double-hit SNPs [21]). SNPs were initially selected on the basis
of an evenly spaced grid across the region, and then additional markers were
added in segments displaying low levels of LD. In total, 31 of the 129 SNPs
attempted (24%) were technical failures, and 21 of the 98 working SNPs (21%)
were monomorphic in the CEPH panel, resulting in a final set of 77 working,
polymorphic SNPs (see Table 5 in online appendix [available at http://diabetes.
diabetesjournals.org]). The mean interval between these 77 markers is 2.7 kb,
with the largest interval spanning the coding regions measuring 9 kb (larger
intervals were chosen downstream of the KCNJ11 termination codon to help
characterize the extent of the last haplotype block). Complete information on all
DIABETES, VOL. 53, MAY 2004

SNPs selected for study (including details of primer sequences, failures, and the
raw genotype data) are posted on our web site (http://genetics.mgh.harvard.edu/
AltshulerWeb/publicationdata/Florez_E23K.html).
Haplotype blocks were determined by a modification of the criteria
outlined in Gabriel et al. (22). In our dataset, we choose to merge nearby,
adjacent blocks displaying a multiallelic D⬘ ⬎ 0.9, because recent analysis has
shown that this can be done with little or no loss in power (J. Drake, M.
Loomer, J. Hirschhorn, S.F.S., M.J.D., D.A., unpublished observations).
To examine how comprehensively our selected SNPs captured variation
across this region, we performed a resampling procedure of the data. We
randomly selected subsets of the 77 markers (from 1 marker to 76 markers)
and examined the predictive power of these selected markers for the
remaining “hidden” SNPs. These “hidden” markers are meant to represent the
undiscovered common variants in the region (with the caveat that the
frequency distribution of these markers is weighed on the basis of heterozygosity). This sampling procedure was iterated 100 times and performed both
with a set of tag SNPs selected randomly (from among the preselected SNPs
that we genotyped in this region) and with markers chosen on the basis of
their ability to tag specific haplotypes observed across each haplotype block
(as defined above).
Clinical samples. The characteristics of three of our diabetic subsamples
have been described elsewhere (5). Briefly, they comprise 1,189 siblings
discordant for type 2 diabetes: a Scandinavian case-control sample totalling
942 subjects who were individually matched for age, BMI, and geographic
region and another individually matched case-control sample totalling 254
subjects from the Saguenay Lac-St. Jean region in Quebec. The current study
also includes analysis of an additional case-control sample from Sweden
totalling 1,028 subjects who were individually matched for sex, age, and BMI.
The phenotypic characteristics of these four patient subsamples are presented
in Table 1.
Clinical analysis. Plasma glucose (fasting and during an oral glucose
tolerance test [OGTT]) was measured by a glucose oxidase method on a
Beckman Glucose analyzer (Beckman Instruments, Fullerton, CA). Insulin
was measured by radioimmunoassay. The insulinogenic index was calculated
from the OGTT data as [(insulin at 30 min) ⫺ (insulin at 0 min)]/(glucose at 30
min) (23). An estimate of insulin resistance was derived by homeostasis model
assessment as [(fasting serum insulin ⫻ fasting plasma glucose)/22.5] (24).
The insulin sensitivity index (ISI) was calculated as in Matsuda and DeFronzo
(25). The insulin disposition index was calculated as (insulinogenic index ⫻
ISI)/100.
Genotyping. Genotyping was performed as previously described (22) by
primer extension of multiplex products with detection by matrix-assisted
laser desorption ionization-time of flight mass spectroscopy (26) using a
Sequenom platform. The average completeness of genotypes for working
markers was 99.1%. Using both genotypes performed in replicate (n ⫽ 54,808)
and errors of Mendelian inheritance, we documented a consensus error rate of
0.2% in the analyzed data.
Statistical analysis. To examine the association of each particular SNP with
type 2 diabetes, we used simple 2 analysis in the case-control samples and
the discordant allele test (27) in the sibling pairs. Results were combined
by Mantel-Haenszel meta-analysis of the odds ratios (ORs). For haplotype
analysis, the frequency of haplotypes was estimated in the combined case1361
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Sibships
Diabetes/severe IGT sib
NGT sib
Scandinavia C/C
Diabetes/severe IGT
NGT
Canada C/C
Diabetes
NGT
Sweden C/C
Diabetes/severe IGT
NGT

Sex (M/F)
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RESULTS

Haplotype structure across the SUR1/Kir6.2 gene
region. To characterize haplotype structure across the
SUR1/Kir6.2 gene region, we typed 77 polymorphic markers in a multigenerational panel of 12 CEPH pedigrees
totaling 96 Utah white individuals (see RESEARCH DESIGN AND
METHODS for details of SNP selection and genotyping).
These markers were selected from the public SNP map
and included variants previously associated with type 2
diabetes (6 – 8,10 –17). Analysis of allelic associations revealed substantial LD across the region, with the two
genes spanning at least five regions of consistent and

strong LD (“haplotype blocks”) as defined by a minor
modification of the methods of Gabriel et al. (22) (see
RESEARCH DESIGN AND METHODS). As expected, the strength
and the extent of LD are heterogeneous across even this
small region: one of the blocks of strong LD (defined by
five SNPs) spans ⬍5 kb, whereas another (defined by 15
common SNPs) spans ⬎75 kb (Fig. 1). The highly variable
extent of allelic association illustrates the value of empirically evaluating patterns of LD across regions, rather than
relying on an evenly spaced marker map.
To evaluate how thoroughly the 77 typed SNPs capture
common genetic variation across the SUR1/Kir6.2 gene
region, we performed a resampling procedure on the data.
Specifically, we randomly sampled subsets of these markers and evaluated (as a function of marker density) how
much of the total variation (as defined by the remaining set
of 77 markers) was successfully captured (see RESEARCH
DESIGN AND METHODS for details). As shown in Fig. 2, the
tested markers demonstrate substantial redundancy: as
few as 20 randomly selected markers provide an average
maximal r2 of 0.5 for all untested markers, and a subset of
approximately half of the tested SNPs provides an average
r2 ⬎ 0.8 for the remaining untested markers (Fig. 2). These
data suggest that although a complete description of the
structure of common variation will require resequencing
of the contiguous 200 kb in hundreds of individuals, this
initial haplotype map allows us to select tag SNPs that
capture much of the common genetic variation across the
region.
One characteristic of regional LD is the existence of sets
of adjacent markers that show little evidence for historical
recombination and limited haplotype diversity, known as
haplotype blocks (22,28,29). We find that the single exon
of KCNJ11 and part of the SUR1 gene are contained in a
75-kb block of strong LD, estimated from these data as
spanning from SNP 61 (rs2074310) in the coding region of
ABCC8 to SNP 75 (rs1073443), 58 kb downstream from the
KCNJ11 stop codon. These 15 polymorphic markers display limited haplotype diversity: eight haplotypes that
display a frequency ⬎2% explain 92% of all haplotypes
observed (Fig. 3).
We noted that in this initial haplotype characterization,
SNP 63 (marking an Ser3 Ala change at the 1,369 position
in exon 33 of SUR1) is in near-perfect LD with SNP 65
marking Kir6.2 E23K (r2 ⫽ 0.98), such that in our CEPH
panel, virtually every chromosome containing the K allele
in E23K also contains the A allele in A1369S. Such strong
LD can make it challenging to differentiate the effect of
different polymorphisms (see, e.g., 30). One approach to
discriminate the effect of such polymorphisms is crosspopulation studies that make use of the presence of
different recombinant haplotypes in different populations.
We genotyped both of these markers in an African-American and an Asian panel of individuals, and in both samples
these two missense changes again show a perfect corre-

FIG. 1. LD plot across the SUR1/Kir6.2 locus. The horizontal black line depicts the 207-kb DNA segment of chromosome 11p15.1 analyzed in our
CEPH sample. The ABCC8 (SUR1) and KCNJ11 (Kir6.2) genes are shown above in purple; because of their reverse orientation, 5ⴕ to 3ⴕ is read
from right to left. The 77 working SNPs are indicated below the black line. An LD plot is depicted in the bottom part of the figure based on the
measure Dⴕ (37): each square represents the magnitude of LD for a single pair of markers, with red color indicating LD that is strong (Dⴕ >0.8)
and statistically significant (logarithm of odds >2.0). Analysis of this LD plot suggests that the segment that spans both genes can be described
by five blocks of strong LD (numbered 1 to 5 in 5ⴕ to 3ⴕ orientation). KCNJ11 is contained entirely in the fifth (leftmost) block. The haplotypes
spanning each of these blocks are shown above the LD plot, with the thickness of the blue line indicating their frequency in the CEPH population.
(Figure prepared using the program LocusView, T. Petryshen, A. Kirby, and P. Sklar, unpublished software.)
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control sample using an expectation maximization algorithm (Patterson et al.,
unpublished observations), and the frequency and estimated counts of each
haplotype were assessed against all others by the above tests.
Meta-analysis. We compiled all published studies that have examined the
association of the Kir6.2 E23K polymorphism with type 2 diabetes (2–11). We
did not include the Utah samples from Inoue et al. (3) because E23K was not
in Hardy-Weinberg equilibrium in the control group (6). We did not include
Sakura et al. (2) because it was not clear whether the U.K. Prospective
Diabetes Study samples overlapped with those analyzed in Gloyn et al. (8).
However, the U.K. Prospective Diabetes Study samples from Inoue et al. (3)
were included in our meta-analysis because they did not overlap with those
examined in Gloyn et al. (Anna Gloyn, personal communication). Finally, we
did not include the samples from Hansen et al. (4) because these were
included in Nielsen et al. (10), and we did not include the Ashkenazi Jewish
sample reported in Love-Gregory et al. (11) because detailed genotype counts
were not available in the publication.
Tests of genetic models. To test possible genetic models of E23K transmission, we combined our new data with all available nonoverlapping, published
case-control samples (3,6 –10). We first estimated the OR for the KK and EK
genotypes under both recessive (KK versus EK/EE) and multiplicative (EK
versus EE) models (given the modest estimate of the OR, multiplicative and
additive models are similar). On the basis of the overall (allele count) OR of
1.15 in favor of the K allele, we generated the genotypes expected in each
sample under each genetic model. To guard against stratification in the
analysis (as a result of different allele frequencies in different populations), we
analyzed each sample separately. Expected genotype counts from all samples
were tested against the observed genotypes by 2 analysis. As an additional
test, we partitioned a sample of diabetic trios (5) according to the parental
homozygote/heterozygote genotype combinations (EE ⫻ EK and KK ⫻ EK).
Under both dominant and multiplicative models, one would expect overtransmission of the K allele from the heterozygote parent in EE ⫻ EK parental
pairs. In a recessive model, in contrast, transmission from parents with the
EE ⫻ EK genotypes should not deviate from 50:50. Similarly, in both recessive
and multiplicative models, one would expect overtransmission of the K allele
from the heterozygote parent in KK ⫻ EK parental pairs. We combined both
partial transmission disequilibrium test (TDT) results by meta-analysis.
Phenotype comparisons. We compared pairs of nondiabetic Scandinavian
siblings who are discordant for the E23K genotype, and analyzed data from
OGTTs to obtain the insulinogenic index. Because the relationship between
the insulinogenic index and insulin resistance estimated by homeostasis
model assessment (24) was not linear, we used the ISI of Matsuda and
DeFronzo (25) to calculate the insulin disposition index. Within each pair, the
insulinogenic index and insulin disposition index were compared with the
corresponding variable in the respective sibling by paired t test, depending on
the number of excess K alleles (EE versus KK pairs were counted twice,
whereas EE versus EK or EK versus KK pairs were counted once). In cases in
which there were multiple siblings from which to choose, the two discordant
siblings who were closest in age were selected. We also performed a test of
the recessive model by restricting our analysis to sibling pairs in which one of
the siblings had the KK genotype (EE or EK versus KK). As an independent
test, we compared the insulinogenic index and insulin disposition index in the
control subjects from the case-control studies by t test.
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lation (r2 ⫽ 1.0), suggesting that in at least these three
samples, the effects of E23K and A1369S are likely to be
genetically indistinguishable.
Association of E23K with type 2 diabetes. Because the
E23K variant has shown the most consistent association
with type 2 diabetes and the entire KCNJ11 locus is
contained within a single block of strong LD, this report
focuses on typing of the missense and tag SNPs across the
75-kb block encompassing KCNJ11 in a large patient
sample. We first examined the genotype at E23K in a total
of 3,413 subjects in whom this locus had not previously
been genotyped (Table 1). These results provide an independent replication of the association of E23K with type 2
diabetes: we obtain an OR of 1.17 (one-tailed P ⫽ 0.003,
95% CI 1.05–1.32), which is in close agreement with a
meta-analysis of all previously published, nonoverlapping
data (OR ⫽ 1.14, two-tailed P ⫽ 0.0002, 95% CI 1.06 –1.22).
When the results from the present study are included in
the meta-analysis (totalling 5,083 patients and 4,747 control subjects), the overall OR is 1.15 (two-tailed P ⬍ 10⫺5,
95% CI 1.08 –1.22).
The use of family-based samples has been advocated
as an approach to rule out population stratification as the
cause of a positive association. The three family-based
samples that have examined the association of E23K with
type 2 diabetes (a set of trios previously published by our
group [2], a set of trios published by Gloyn et al. [8], and
the discordant siblings in this report) all have failed to
individually replicate the association. When separate metaanalyses are performed for the case-control and familybased samples, the association is seen only for the casecontrol group (OR 1.19, P ⬍ 10⫺7 vs. OR 0.91, P ⫽ 0.11,
respectively). However, because the estimated effect is
weak and the family-based samples are relatively small,
this finding could represent a false-negative result rather
than indicate that stratification is the cause for the observed association. We note that a formal test for heterogeneity in our combined meta-analysis is negative (P ⫽
1364

0.11), suggesting that all of the samples in our metaanalysis (case-control and family-based) are drawn from
the same underlying distribution.
Association of other SNPs and haplotypes with type 2
diabetes. We next examined the association of each of
the remaining seven tag SNPs in the complete set of
case-control and family-based samples (Table 2). In the
Kir6.2 region, five of seven SNPs (in addition to E23K)
show a modest association with type 2 diabetes, with ORs
ranging from 1.11 to 1.15 and nominal two-tailed P ⬍ 0.05.
The other two coding variants in this region (SUR1 A1369S
and Kir6.2 L270V) showed a signal for association that is
statistically indistinguishable from that of E23K. LD between SUR1 A1369S and Kir6.2 E23K was very strong (r2 ⬎
0.9), and we again observed that ⬍1% of haplotypes
separate the two SNPs in this substantially larger sample.
We subsequently analyzed haplotype-specific risk to
assess whether the signal for association with E23K might
be attributable to another variant (observed or unobserved) in this region (Table 3). No haplotype showed a
signal for association of stronger statistical significance
than that observed with E23K. The lack of a stronger signal
with other tag SNPs and haplotypes fails to support a
model in which the association of E23K is due solely to
one or more variants that are less frequent in the population but have a substantially larger OR. It is important to
note, however, that even with 3,400 subjects, the current
study lacks power to distinguish whether there are other
variants in these 75 kb that might act, either singly or in
combination with E23K, to alter risk in a modest manner.
Moreover, not having completely resequenced each of our
patients and control subjects, we cannot make any statement about the existence of rare variants that might
influence risk in a manner independent of the observed
association to E23K.
Haplotype E shows a marginally stronger (albeit statistically indistinguishable) OR for association with type 2
diabetes than does E23K (OR ⫽ 1.26 for HapE vs. OR ⫽
DIABETES, VOL. 53, MAY 2004
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FIG. 2. Evaluation of SNP coverage across the SUR1/Kir6.2
gene region. We randomly selected subsets of the 77 working
markers (ranging from 1 marker
to 76 markers) and calculated
the mean maximal r2 value for
those selected to the remaining
“hidden” SNPs. Curves are displayed for a random set of tag
markers (Œ) and for the set of
SNPs that tag the haplotype
blocks as defined in this study
(F; see RESEARCH DESIGN AN METHODS for details). The plateau of
the curve at ⬃40 markers indicates that there is substantial
redundancy among the markers
typed and suggests that the
marker density is adequate to
guide well-powered association
studies of the region.
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1.17 for E23K). Haplotype E carries the K allele of E23K,
but it is the only haplotype that carries the minor allele at
another missense SNP, L270V (Fig. 3). This could suggest
that the association of E23K might actually be attributable
to L270V. To assess this possibility, we performed a metaanalysis of all nonoverlapping reports that have examined
L270V (3,4,6). This yielded an OR of 0.88 (two-tailed P ⫽
0.6, 95% CI 0.55–1.41). When combined with our results,
which display an OR in the opposite direction, the overall
OR is 1.17 (two-tailed P ⫽ 0.13, 95% CI 0.95–1.44). Because
association with the L270V variant is less consistent and
does not achieve nominally statistical significance, we
believe that E23K rather than L270V is the more likely
explanation for the observed association.
Genetic models. We considered a range of genetic models that might explain the association of E23K with type 2
diabetes. As previously suggested (10), our meta-analysis
of a larger set of case-control samples (those in this report,
and previously published data) shows a strong association
of the KK genotype as compared with the combined
EE/EK genotypes (OR ⫽ 1.37, two-tailed P ⬍ 10⫺6, 95% CI
TABLE 2
Association of other Kir6.2 tag SNPs with type 2 diabetes
SNP

OR

P

95% CI

rs2074310
rs2067043
rs757110 (A1369S)
rs1800467 (L270V)
rs1557764
rs2354867
rs1073443

1.14
1.14
1.14
1.25
1.11
1.15
0.88

0.02
0.04
0.02
0.05
0.09
0.02
0.03

1.02–1.28
1.01–1.28
1.02–1.28
1.00–1.58
0.98–1.25
1.03–1.30
0.78–0.99

In addition to E23K, seven SNPs tag the haplotype block that
includes KCNJ11. These were examined for association with type 2
diabetes, combining the different subsamples in our study by MantelHaenszel meta-analysis. Coding variants are shown in parentheses. P
values are two-tailed.
DIABETES, VOL. 53, MAY 2004

1.21–1.54). This result is statistically indistinguishable
from those produced by testing the KK genotype versus
the EE genotype (OR ⫽ 1.47, two-tailed P ⬍ 10⫺7, 95% CI
1.28 –1.68) or the EK genotype (OR ⫽ 1.30, two-tailed P ⬍
10⫺4, 95% CI 1.14 –1.47). In a test for the multiplicative
model, when the EK genotype is tested against the EE
genotype, we obtain an OR of 1.12 (two-tailed P ⫽ 0.017,
95% CI 1.02–1.24).
To assess these genetic models more rigorously, we
tested the observed genotype counts against those predicted under dominant, multiplicative and recessive models, given the observed allele frequencies (Table 6 in online
appendix). The observed genotype counts are strongly
inconsistent with a dominant model (P ⫽ 3.7 ⫻ 10⫺10) and
are mildly inconsistent with both the multiplicative and
recessive models (P ⫽ 0.006 and P ⫽ 0.01, respectively).
TABLE 3
Association of Kir6.2 haplotypes with type 2 diabetes
Haplotype

OR

P

95% CI

Frequency

A
B
C
D
E
F
G
H
M
B⫹D⫹E

0.87
1.09
0.91
1.04
1.26
0.96
1.23
1.10
1.00
1.15

0.02
0.07
0.11
0.65
0.03
0.37
0.09
0.33
0.50
0.01

0.77–0.99
0.97–1.23
0.78–1.06
0.84–1.30
0.99–1.60
0.74–1.23
0.91–1.66
0.73–1.64
0.52–1.93
1.03–1.29

0.27
0.26
0.16
0.06
0.05
0.05
0.03
0.02
0.01
0.38

Haplotypes of ⬎2% frequency were tested for association with type
2 diabetes in our patient samples and analyzed by Mantel-Haenszel
meta-analysis as above. Together, they compose 91% of the haplotypes in our Scandinavian samples. For comparison purposes, we
show the pooled results for the three haplotypes (B, D, and E) that
carry the K allele of E23K. The frequencies of each haplotype in these
samples are strikingly similar to those in the CEPH samples (compare these data with Fig. 3).
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FIG. 3. Haplotypes of the 15 markers spanning the fifth block in the CEPH sample. This region measures 76 kb and spans part of the ABCC8 gene
and the entire KCNJ11 gene. Each SNP is marked by a number in the top row (tag SNPs in bold), and each haplotype is depicted by a letter in
the far left column; the frequency of each haplotype in the CEPH sample is shown in the far right column. Haplotypes are named in alphabetical
order according to their frequency in the CEPH sample. Common haplotypes (frequency >3%) are shown in the top panel, and together they
compose 92% of all haplotypes in this region; rare haplotypes are shown in the bottom panel. The order of the tag SNPs is identical to that shown
in Table 2, and they are numbered as in Table 5 in online appendix; 5ⴕ to 3ⴕ is left to right. LD between A1369S and E23K is nearly complete (r2 ⴝ
0.98), making it impossible to distinguish (based on population-based data) which polymorphism may be the causal variant.
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TABLE 4
Genotype-phenotype correlation of measures of insulin secretion and E23K
Nondiabetic discordant siblings
Allele
Ins index
Disp index
Scandinavian control subjects
Genotype

General
K (39)

E (39)
9.74 ⫾ 5.8
7.76 ⫾ 3.0

Recessive
EE or EK (22)
KK (22)

P*

6.89 ⫾ 3.9
6.30 ⫾ 3.5

9.64 ⫾ 6.1
7.69 ⫾ 3.1

0.006†
0.06†

EE (168)

EK (353)

KK (153)

Ins index

5.31 ⫾ 4.0

5.59 ⫾ 4.9

4.52 ⫾ 3.3

Disp index

6.32 ⫾ 3.8

5.91 ⫾ 3.6

5.59 ⫾ 3.7

P
vs
vs
vs
vs
vs
vs

EK:NS
KK: 0.028†
KK: 0.008‡
EK: NS
KK: 0.08†
KK: NS

NS
NS

EE/EK

KK

P

5.50 ⫾ 4.7

4.52 ⫾ 3.3

0.008‡

6.04 ⫾ 3.6

5.47 ⫾ 3.8

NS

Data are means ⫾ SD. We calculated the insulinogenic index (Ins index) and insulin disposition index (Disp index) as described, and
compared them across genotypes in nondiabetic siblings discordant for E23K and in all Scandinavian nondiabetic subjects for whom we had
OGTT data (see text for details). Number of pairs or individuals is indicated in parentheses. NS, not significant. *Paired t test; †two-tailed;
‡one-tailed.

Examination of the genotype counts suggests that the best
fit would lie between a purely recessive model and a
multiplicative model. This is most consistent with a model
in which heterozygotes are at slightly increased risk and
homozygotes have a degree of risk that exceeds double or
the square of the heterozygote risk.
As an additional test of the recessive model, we analyzed data for E23K in a set of parent-offspring trios
previously published by our group (5). In each case, we
compared transmission of the K allele from a heterozygous
parent, separately evaluating transmission ratios as a
function of the genotype of the other parent. This allowed
us to isolate cases in which the K allele can only be
transmitted to create a heterozygous diabetic offspring
(EE ⫻ EK) and those in which the K allele can be
transmitted only to create a homozygous diabetic offspring
(KK ⫻ EK). The transmission of the K allele to diabetic
offspring was more frequent in cases that could create a
KK homozygous offspring as compared with those that
could not (KK ⫻ EK ⬎ EE ⫻ EK, one-tailed P ⬍ 0.04 in
favor of recessive transmission). These data further support the model that the association of E23K with type 2
diabetes acts under a recessive model.
Genotype-phenotype correlations. It has been previously reported that E23K is associated with decreased
levels of insulin secretion in nondiabetic subjects (10). We
therefore compared the insulinogenic index in both familybased and population-based studies (we did not examine
any other models of association to quantitative traits,
because in this case there was a clear prior expectation on
the basis of the known function of the encoded protein
and previous human data). First, we studied pairs of
nondiabetic siblings who were discordant for genotype at
E23K. The sibling who inherited a larger number of K
alleles had a significantly decreased insulinogenic index
(P ⫽ 0.006) as compared with siblings with fewer K alleles
(Table 4). The effect was substantial, with a reduction in
␤-cell function of 20 –30% based on genotype at E23K. In a
second sample of nondiabetic population-based control
subjects, the insulinogenic index was again lower for
individuals who carry K alleles, reaching statistical significance for the recessive model (P ⫽ 0.008). When the
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insulinogenic index was controlled for insulin resistance
as estimated by the inverse of the ISI of Matsuda and
DeFronzo (25), a similar trend was seen but did not reach
statistical significance (Table 4). These two independent
replications of the findings of Nielsen et al. (10) confirm
that genotype at E23K influences insulin secretion in both
nondiabetic siblings of diabetic patients and in populationbased control subjects.
DISCUSSION

We have characterized genetic variation across the SUR1/
Kir6.2 gene locus and replicated the published association
of E23K with type 2 diabetes. Of the three coding SNPs and
multimarker haplotypes in the immediate region of E23K
(in both physical terms and those of LD), E23K shows the
most significant and robust association. Both our metaanalysis and the partial TDT in our diabetic trios support a
mostly recessive model of transmission in which heterozygotes have a slightly increased disease risk but homozygotes have a considerably greater risk than predicted by
the heterozygote risk alone. Studies of insulin secretion in
nondiabetic individuals (both in siblings of diabetic subjects and in a control population) provide support for the
model that an impairment in ␤-cell function can be a
primary defect even in patients with the common form of
type 2 diabetes. Combined with data from other groups,
these results indicate that genetic variation in this gene
region is truly associated with risk of the common form of
type 2 diabetes and decreased secretion of insulin in
nondiabetic individuals drawn from the population.
Our analysis of haplotypes argues that it is unlikely that
the signal for the association of E23K with type 2 diabetes
originates solely from an as-yet-undiscovered common
polymorphism in the 75-kb region studied herein. However, as noted by others (3,9), we have documented strong
LD of the E23K variant in Kir6.2 with another coding
variant in the adjacent SUR1 gene, A1369S in exon 33.
Because in our samples virtually every chromosome containing the K allele in E23K also contains the A allele in
A1369S, it is not yet possible to distinguish on genetic
grounds which one of the two variants— or, for that matter,
DIABETES, VOL. 53, MAY 2004
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EE
EE
EK
EE
EE
EK

7.45 ⫾ 4.4
7.00 ⫾ 4.0

P*
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hope that biological insight or a clinically useful test might
emerge.
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genes—might be causal. One genetic approach to establish
this difference involves genotyping both polymorphisms in
a much larger sample to achieve enough power to test the
risk attributable to the haplotypes on which E23K and
A1369S are separated. Given the low frequency of the “M
haplotype” in our study (⬃1%) and the current OR of 1.15,
however, we estimate that 120,000 case/control pairs will
be required to distinguish between the two. A second
alternative is to genotype both polymorphisms in a population in which chromosomes recombinant for E23K and
A1369S are present at a higher frequency. Preliminary
analysis of the KCNJ11 haplotype structure in Asian and
African-American samples, however, suggests that similarly high levels of LD are preserved across this region in
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In the absence of a genetic approach to distinguish
which variant(s) plays a causal role, functional studies will
be critical. In agreement with our phenotypic characterization, several in vitro studies have implicated the E23K
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secretion (31). This report does not specify which isoform
of ABCC8 was used at the 1,369 amino acid position in the
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clinical studies that measure clinical outcomes, in the

KIR6.2 POLYMORPHISMS IN TYPE 2 DIABETES

1368

secretion, insulin resistance and suppression of plasma non-esterified fatty
acids. Diabetologia 37:889 – 896, 1994
24. Matthews DR, Hosker JP, Rudenski AS, Naylor BA, Treacher DF, Turner
RC: Homeostasis model assessment: insulin resistance and beta-cell function from fasting plasma glucose and insulin concentrations in man.
Diabetologia 28:412– 419, 1985
25. Matsuda M, DeFronzo R: Insulin sensitivity indices obtained from oral
glucose tolerance testing: comparison with the euglycemic insulin clamp.
Diabetes Care 22:1462–1470, 1999
26. Tang K, Fu DJ, Julien D, Braun A, Cantor CR, Koster H: Chip-based
genotyping by mass spectrometry. Proc Natl Acad Sci U S A 96:10016 –
10020, 1999
27. Boehnke M, Langefeld CD: Genetic association mapping based on discordant sib pairs: the discordant-alleles test. Am J Hum Genet 62:950 –961,
1998
28. Daly MJ, Rioux JD, Schaffner SF, Hudson TJ, Lander ES: High-resolution
haplotype structure in the human genome. Nat Genet 29:229 –232, 2001
29. Patil N, Berno AJ, Hinds DA, Barrett WA, Doshi JM, Hacker CR, Kautzer
CR, Lee DH, Marjoribanks C, McDonough DP, Nguyen BT, Norris MC,
Sheehan JB, Shen N, Stern D, Stokowski RP, Thomas DJ, Trulson MO, Vyas
KR, Frazer KA, Fodor SP, Cox DR: Blocks of limited haplotype diversity
revealed by high-resolution scanning of human chromosome 21. Science
294:1719 –1723, 2001
30. Rioux JD, Daly MJ, Silverberg MS, Lindblad K, Steinhart H, Cohen Z,
Delmonte T, Kocher K, Miller K, Guschwan S, Kulbokas EJ, O’Leary S,
Winchester E, Dewar K, Green T, Stone V, Chow C, Cohen A, Langelier D,
Lapointe G, Gaudet D, Faith J, Branco N, Bull SB, McLeod RS, Griffiths AM,
Bitton A, Greenberg GR, Lander ES, Siminovitch KA, Hudson TJ: Genetic
variation in the 5q31 cytokine gene cluster confers susceptibility to Crohn
disease. Nat Genet 29:223–228, 2001
31. Schwanstecher C, Meyer U, Schwanstecher M: KIR6.2 polymorphism
predisposes to type 2 diabetes by inducing overactivity of pancreatic
beta-cell ATP-sensitive K⫹ channels. Diabetes 51:875– 879, 2002
32. Larsson O, Deeney JT, Branstrom R, Berggren PO, Corkey BE: Activation
of the ATP-sensitive K⫹ channel by long chain acyl-CoA: a role in modulation of pancreatic beta-cell glucose sensitivity. J Biol Chem 271:10623–
10626, 1996
33. Branstrom R, Leibiger IB, Leibiger B, Corkey BE, Berggren PO, Larsson O:
Long chain coenzyme A esters activate the pore-forming subunit (Kir6.2) of
the ATP-regulated potassium channel. J Biol Chem 273:31395–31400, 1998
34. Riedel MJ, Boora P, Steckley D, de Vries G, Light PE: Kir6.2 Polymorphisms sensitize ␤-cell ATP-sensitive potassium channels to activation by
acyl CoAs: a possible cellular mechanism for increased susceptibility to
type 2 diabetes? Diabetes 52:2630 –2635, 2003
35. Florez JC, Hirschhorn JN, Altshuler D: The inherited basis of diabetes
mellitus: implications for the genetic analysis of complex traits. Annu Rev
Genomics Hum Genet 4:257–291, 2003
36. Evans WE, McLeod HL: Pharmacogenomics: drug disposition, drug targets,
and side effects. N Engl J Med 348:538 –549, 2003
37. Lewontin RC: On measures of gametic disequilibrium. Genetics 120:849 –
852, 1988

DIABETES, VOL. 53, MAY 2004

Downloaded from http://diabetesjournals.org/diabetes/article-pdf/53/5/1360/647051/zdb00504001360.pdf by guest on 01 July 2022

single nucleotide polymorphism in the islet ATP-sensitive potassium
channel gene (Kir6.2) contributes as much to the risk of type II diabetes in
Caucasians as the PPAR␥ Pro12Ala variant. Diabetologia 46:136 –137, 2003
12. Inoue H, Ferrer J, Welling CM, Elbein SC, Hoffman M, Mayorga R,
Warren-Perry M, Zhang Y, Millns H, Turner R, Province M, Bryan J,
Permutt MA, Aguilar-Bryan L: Sequence variants in the sulfonylurea
receptor (SUR) gene are associated with NIDDM in Caucasians. Diabetes
45:825– 831, 1996
13. Hart LM, de Knijff P, Dekker JM, Stolk RP, Nijpels G, van der Does FE,
Ruige JB, Grobbee DE, Heine RJ, Maassen JA: Variants in the sulphonylurea receptor gene: association of the exon 16 –3t variant with type II
diabetes mellitus in Dutch Caucasians. Diabetologia 42:617– 620, 1999
14. Rissanen J, Markkanen A, Karkkainen P, Pihlajamaki J, Kekalainen P,
Mykkanen L, Kuusisto J, Karhapaa P, Niskanen L, Laakso M: Sulfonylurea
receptor 1 gene variants are associated with gestational diabetes and type
2 diabetes but not with altered secretion of insulin. Diabetes Care
23:70 –73, 2000
15. Meirhaeghe A, Helbecque N, Cottel D, Arveiler D, Ruidavets JB, Haas B,
Ferrieres J, Tauber JP, Bingham A, Amouyel P: Impact of sulfonylurea
receptor 1 genetic variability on non-insulin-dependent diabetes mellitus
prevalence and treatment: a population study. Am J Hum Genet 101:4 – 8,
2001
16. Hani EH, Clement K, Velho G, Vionnet N, Hager J, Philippi A, Dina C, Inoue
H, Permutt MA, Basdevant A, North M, Demenais F, Guy-Grand B, Froguel
P: Genetic studies of the sulfonylurea receptor gene locus in NIDDM and
in morbid obesity among French Caucasians. Diabetes 46:688 – 694, 1997
17. Hansen T, Echwald SM, Hansen L, Moller AM, Almind K, Clausen JO,
Urhammer SA, Inoue H, Ferrer J, Bryan J, Aguilar-Bryan L, Permutt MA,
Pedersen O: Decreased tolbutamide-stimulated insulin secretion in healthy
subjects with sequence variants in the high-affinity sulfonylurea receptor
gene. Diabetes 47:598 – 605, 1998
18. Reis AF, Ye WZ, Dubois-Laforgue D, Bellanne-Chantelot C, Timsit J,
Velho G: Association of a variant in exon 31 of the sulfonylurea receptor 1
(SUR1) gene with type 2 diabetes mellitus in French Caucasians. Hum
Genet 107:138 –144, 2000
19. Hirschhorn JN, Lohmueller K, Byrne E, Hirschhorn K: A comprehensive
review of genetic association studies. Genet Med 4:45– 61, 2002
20. Lohmueller K, Pearce CL, Pike M, Lander ES, Hirschhorn JN: Meta-analysis
of genetic association studies supports a contribution of common variants
to susceptibility to common disease. Nat Genet 33:177–182, 2003
21. Reich DE, Gabriel SB, Altshuler D: Quality and completeness of SNP
databases. Nat Genet 33:457– 458, 2003
22. Gabriel SB, Schaffner SF, Nguyen H, Moore JM, Roy J, Blumenstiel B,
Higgins J, DeFelice M, Lochner A, Faggart M, Liu-Cordero SN, Rotimi C,
Adeyemo A, Cooper R, Ward R, Lander ES, Daly MJ, Altshuler D: The
structure of haplotype blocks in the human genome. Science 296:2225–
2229, 2002
23. Byrne CD, Wareham NJ, Brown DC, Clark PM, Cox LJ, Day NE, Palmer CR,
Wang TW, Williams DR, Hales CN: Hypertriglyceridemia in subjects with
normal and abnormal glucose tolerance: relative contributions of insulin

