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Insulin resistance (IR) is a key determinant of type 2 diabetes (T2D) and other metabolic disorders. This
genome-wide association study (GWAS) was designed to shed light on the genetic basis of fasting insulin
(FI) and IR in 927 non-diabetic African Americans. 5 396 838 single-nucleotide polymorphisms (SNPs) were
tested for associations with FI or IR with adjustments for age, sex, body mass index, hypertension status
and first two principal components. Genotyped SNPs (n 5 12) with P < 5 3 1026 in African Americans were
carried forward for de novo genotyping in 570 non-diabetic West Africans. We replicated SNPs in or near
SC4MOL and TCERG1L in West Africans. The meta-analysis of 1497 African Americans and West Africans
yielded genome-wide significant associations for SNPs in the SC4MOL gene: rs17046216 (P 5 1.7 3 1028

and 2.9 3 1028 for FI and IR, respectively); and near the TCERG1L gene with rs7077836 as the top scoring
(P 5 7.5 3 1029 and 4.9 3 10210 for FI and IR, respectively). In silico replication in the MAGIC study
(n 5 37 037) showed weak but significant association (adjusted P-value of 0.0097) for rs34602777 in the
MYO5A gene. In addition, we replicated previous GWAS findings for IR and FI in Europeans for GCKR,
and for variants in four T2D loci (FTO, IRS1, KLF14 and PPARG) which exert their action via IR. In summary,
variants in/near SC4MOL, and TCERG1L were associated with FI and IR in this cohort of African Americans
and were replicated in West Africans. SC4MOL is under-expressed in an animal model of T2D and plays a
key role in lipid biosynthesis, with implications for the regulation of energy metabolism, obesity and dyslipi-
demia. TCERG1L is associated with plasma adiponectin, a key modulator of obesity, inflammation, IR and
diabetes.

INTRODUCTION

Elevated fasting insulin (FI) and insulin resistance (IR) are
hallmarks of type 2 diabetes (T2D) (1,2). Both lifestyle char-
acteristics (e.g. diet and physical inactivity) and genetic sus-
ceptibility are important etiologic risk factors for elevated
FI, IR and T2D (3). Findings from single-gene defects in
twin and family studies provided initial evidence supporting

the role of genes in the etiology of both IR and T2D (4).
The recent success of genome-wide association study
(GWAS) has significantly changed our understanding of the
genetic basis of FI and IR with the identification of several
well-replicated loci (5).

Relative to European Americans, African Americans have
been reported to have a higher degree of IR (6) and display
lower insulin sensitivity and C-peptide response to glucose
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challenge (7). Understanding the mechanisms behind these
differences in IR will be important in the effort to reduce
the well-documented ethnic disparities in morbidity and mor-
tality associated with IR and T2D (7). Thus, this GWAS was
designed to contribute to our understanding of the genetic
basis of two important components (FI and IR) of the patho-
physiology of T2D in African Americans and other African
ancestry populations.

RESULTS

Clinical characteristics of the 927 African-American partici-
pants included in this study and of the West Africans included
in the replication sample are presented in Table 1. As expected,
African Americans were heavier, had higher fasting glucose and
FI concentrations and displayed a higher level of IR. Overall, the
correlation between IR and FI is 0.89. Estimated heritability
from pedigree data was 0.50 (SE ¼ 0.007 and P-value ¼
2.5 × 10215) and 0.46 (SE ¼ 0.007 and P-value ¼ 1.4 ×
10213) for log FI and log IR, respectively.

We tested 5 396 838 autosomal single-nucleotide poly-
morphisms (SNPs) for association with the log of FI and IR.
The distributions of association P-values for FI and IR are dis-
played in Figure 1 (quantile–quantile plots are shown in Sup-
plementary Material, Fig. S1). The values of the genomic
control (lGC) inflation factor were �1 for both outcomes, in-
dicating negligible inflation of association test statistics due to
population stratification. We used a P-value of 2.5 × 1028 as
the pre-determined genome-wide significance threshold (8).

Loci showing association with P-values of ,5.0 × 1026 for
FI and IR are displayed in Supplementary Material, Tables
S1 and S2 (n ¼ 87 FI only) and S3 (n ¼ 91 IR only). Forty-one
SNPs within an �76 kb (�100 to �170 kb) region near
neurotrophic tyrosine kinase, receptor, type 2 (NTRK2)
reached P , 5.0 × 1026. The lowest P-value in this region
was for the association of rs1077625 with IR (2.7 × 1028; Sup-
plementary Material, Fig. S2); this SNP was also the most sig-
nificantly associated with FI (5.2 × 1028, Supplementary
Material, Fig. S2). Other significant associations with FI or IR
in this region were eliminated in conditional analyses adjusting
for rs1077625 (Supplementary Material, Tables S2 and S3).
Outside of this region, there were several other SNPs
with P , 5 × 1026 that were associated with FI and/or IR
(Supplementary Material, Table S1). SNP rs17046216 in
sterol-C4-methyl oxidase-like (SC4MOL) was associated with
FI and IR (P ¼ 4.6 × 1027 and 9.9 × 1027, respectively; Sup-
plementary Material, Fig. S3). Also, rs7077836, located 139 kb
upstream of the transcription elongation regulator 1-like
(TCERG1L) gene was associated with FI and IR (P ¼ 3.3 ×
1027 and 1.0 × 1027, respectively; Supplementary Material,
Fig. S4). rs9524798, located in glypican 6 (GPC6), was also asso-
ciated with both traits (P ¼ 7.9 × 1027 and 8.3 × 1027 for FI and
IR, respectively; Supplementary Material, Fig. S5).

We attempted to replicate the top-scoring associations
observed in this study of African Americans in independent
samples of West Africans and Europeans. The clinical and epi-
demiologic characteristics of the 570 non-diabetic unrelated
West Africans are displayed in Table 1. We replicated the
associations we observed in the primary analysis for SNPs

in or near SC4MOL and TCERG1L genes in West Africans
(Table 2). Evidence of association for SNPs in SC4MOL and
TCERG1L reached genome-wide significance in meta-analysis
of the combined HUFS (The Howard University Family
Study) and West African samples. Using a local replication
approach, we observed significant, but weak, replication for
rs34602777 (after adjustment for multiple tests, P ¼ 0.0097
for IR) in the MYO5A gene in the MAGIC study (Supplemen-
tary Material, Table S4) (5). Interestingly, the frequency of the
risk allele is 0.289 in African Americans and 0.275 in HapMap
CEU, but is absent in YRI. None of the other leading HUFS
hits showed significant association in MAGIC (Supplementary
Material, Table S4).

We also attempted to replicate previously reported GWAS
findings for FI and IR in Europeans (5), using the direct (i.e.
querying the reported SNP) and the local approach [i.e. query-
ing SNPs in LD (r2 ≥ 0.3) with the reported SNPs within a
defined window of 250 kb]. Variants in or near the GCKR
and IGF1 genes were investigated, and we replicated the asso-
ciation for GCKR in this cohort of African Americans, using
local replication approach (Supplementary Material,
Table S5). Finally, we replicated (P , 0.05) variants in four
T2D loci (FTO, IRS1, KLF14 and PPARG) (9) which exert
their action via IR (Supplementary Material, Table S6).

DISCUSSION

Compared with individuals of European ancestry, African
Americans suffer disproportionately from the devastating
health consequences of IR and related metabolic disorders in-
cluding T2D (10). In this study, we used the genome-wide as-
sociation approach to search for genes that influence the
distribution of FI and IR in unrelated non-diabetic African
Americans. Variants in or near two genes (SC4MOL and
TCERG1L) were associated with FI and IR and were repli-
cated in an independent sample. Available functional data on
these genes support their plausibility as candidate genes for
the physiologic modulation of insulin level and insulin-
mediated metabolic processes.

First, the sterol-C4-Methyl oxidase-like (SC4MOL) gene has
been shown to be under-expressed in an animal model of T2D
and to play a key role in cholesterol biosynthesis with implica-
tions for the regulation of energy metabolism, obesity and dys-
lipidemia (11–15). rs17585739 in SC4MOL has been
associated with HDL cholesterol (14). In Lu et al. (14),
HDL level increased with increasing copies of the ‘A’ allele
of rs17585739 (AA ¼ 1.52 mmol/l, AG ¼ 1.32 mmol/l,
GG ¼ 1.30 mmol/l). Notably, the association of SNPs within
this locus is directionally consistent with what would be
expected from a locus influencing IR (i.e. the alleles have
inverse effects on IR and HDL levels, with alleles increasing
FI and IR being negatively associated with HDL levels).

Second, a variant in the TCERG1L has been associated with
plasma adiponectin (16), a key modulator of obesity, inflam-
mation, IR and diabetes (17). TCERG1L was reported to be
positively associated with T2D and negatively associated
with adiponectin in a recent GWAS conducted among indivi-
duals of Indian ancestry. As expected, the association with adi-
ponectin was negative and was most pronounced among
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women (18). In our study, the risk allele (‘T’) of rs7077836 in
the TCERG1L locus [minor allele frequency (MAF) ¼ 0.12]
was also associated with increased risk of T2D (odds ratio ¼
1.14, 95% CI: 1.00–1.60) and was positively associated
with FI and IR. The association with adiponectin was direc-
tionally consistent with what one might expect from a locus
influencing risk of T2D and IR.

We observed a significant, but weak, replication of the
MYO5A locus in the MAGIC study. Inhibition of the
MYO5A gene, present in the pancreatic islet cells, diminishes
insulin-dependent GLUT4 translocation and glucose uptake in
animal models (19,20). The lack of replication of our other top
signals in the MAGIC study that included over 37 000 subjects
suggests that these findings are still tentative and need to be
confirmed in other studies. Although this observation may
be due to true population differences (for example, in allele
frequencies, LD patterns and effect sizes), the possibility
exists that some may be false-positive findings.

Finally, although it was not replicated in the available West
African and European samples, the observed genome-wide
significant association for SNP rs1077625 near the NTRK2
gene for FI and IR (P-values of 5.2 × 1028 and 2.7 × 1028,
respectively) deserves further investigation. Mutation of
NTRK2, which encodes TrkB, was reported to result in a
unique human syndrome of hyperphagic obesity and this syn-
drome involves a signaling molecule that plays important roles
in both energy balance and other aspects of central nervous
system function (21). Furthermore, we observed a significant
association between rs715243 (�65 kb from NTRK2) and
body mass index (BMI) (P ¼ 0.0005) in this study.

In summary, variants in/near SC4MOL and TCERG1L are
associated with FI and IR in African Americans. Despite the
small size, this study was successful in identifying promising
candidate loci for FI and IR. We postulate that this success in
African ancestry population and the lack of replication of
these loci in MAGIC are likely due to multiple factors, includ-
ing the possibility that the genetic architecture of these traits
may differ in European and African ancestry populations. Dif-
ferences in allele frequency, as observed in this study, and cur-
rently uncharacterized evolutionary forces manifesting in
ancestry-specific patterns in terms of the genetic and environ-
mental determinants of metabolic disorders such as IR offer
plausible explanations. For example, the key role of
SC4MOL in lipid biosynthesis with implications for the regu-
lation of energy metabolism, obesity and dyslipidemia may
represent a significant insight into the higher degree of IR,

lower insulin sensitivity and C-peptide responses to glucose
challenge (6,7) and the well-documented differences in the
distribution of lipid profiles (especially triglycerides and
HDL) in African ancestry populations compared with popula-
tions of European ancestry. Generally, African Americans
have a healthier lipid profile than other US ethnic groups,
and similar healthier lipid distributions are observed among
other African ancestry groups with distinct lifestyle character-
istics, suggesting the importance of inherited factors.
However, the observed healthier serum lipid profile does not
seem to provide corresponding protection against several
metabolic disorders including IR, T2D and cardiovascular
disease in African Americans. Finally, we note that it is im-
portant to be careful in the choice of replication sample for
admixed African Americans due to the possibility of observing
different allele frequencies between the parental populations,
as evident for the MYO5A loci (frequency of risk allele is
0.289 in African Americans, 0.275 in HapMap CEU and
absent in HapMap YRI; Supplementary Material, Table S1).
More studies are needed to confirm the validity of these asso-
ciations as well as the potential role of these loci in multiple
populations.

MATERIALS AND METHODS

Genome-wide scan study subjects and clinical
characteristics

HUFS is a population-based genetic epidemiology study of
African Americans from the Washington, DC, metropolitan
area (22). Ethical approval for the study was obtained from
the Howard University Institutional Review Board. The
major objective of the HUFS was to enroll and examine a
randomly ascertained sample of African-American families,
along with a set of unrelated individuals, from the Washing-
ton, DC, metropolitan area to study the genetic and environ-
mental bases of common complex diseases, including
hypertension, obesity, diabetes and associated phenotypes. In
order to maximize the utility of this sample for the study of
multiple common traits, families and unrelated individuals
were not ascertained based on any phenotypes.

During a clinical examination, demographic information
was collected by interview. Weight was measured in light
clothes on an electronic scale to the nearest 0.1 kg, and
height was measured with a stadiometer to the nearest
0.1 cm. BMI was computed as weight (kg) divided by the

Table 1. Characteristics of the African-American participants included in this study and of the West Africans included in the replication sample

Men Women

African Americans West Africans P-valuesa African Americans West Africans P-valuesa

Number of individuals 389 202 538 368
Age (years) 46.05+12.56b 52.93+11.65 ,0.001 46.91+13.45 48.00+10.15 0.1986
BMI (kg/m2) 28.28+6.91 24.00+5.13 ,0.001 31.35+8.69 26.48+6.04 ,0.001
Fasting plasma glucose (mg/dl) 86.79+13.39 82.61+15.72 0.002 84.10+12.63 80.54+15.27 ,0.001
FI (mU/ml) 9.41+9.82 6.39+7.78 ,0.001 11.07+9.86 9.39+11.28 0.0061
HOMA-IR 2.35+2.91 1.38+1.86 ,0.001 2.59+4.19 2.02+2.86 0.0167

aP-values for gender-stratified comparisons between African Americans (HUFS) and West Africans (AADM study).
bMeans+SD.
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square of height (m2). For this study, we first selected non-
diabetic persons with fasting glucose, insulin measurements
and genotype data. Second, we selected eligible unrelated
individuals and randomly selected one unrelated person
per pedigree for a total of 927 unrelated non-diabetic sub-
jects. We studied 1314 individuals within 328 pedigrees in
the larger data set (HUFS) to estimate heritability using
SOLAR (23).

Phenotype definitions

Fasting blood samples were obtained from all participants
after an overnight fast. Individuals were classified as non-
diabetic if they meet the following criteria: a fasting
plasma glucose concentration of ,100 mg/dl and no
history of diabetes and not on treatment for diabetes.
Fasting plasma glucose was measured on integra 400 plus
(Roche Diagnostics) using an enzymatic method with hexo-
kinase, and the unit was mg/dl. FI was measured on an
Eleceys1010 immunoassay analyzer (Rocke Diagnostics)
using an electrochemiluminescence technique, and the unit
of measurement was mU/ml. IR was calculated using the
formula: IR ¼ FI (mU/ml) × fasting glucose (FG) (mmol/l)/
22.5 (24). For analysis of the continuous traits (FI and
IR), phenotypic values were first natural log-transformed to
reduce skew and then winsorized at +3 standard deviations
to reduce kurtosis (25). Hypertension was defined as systolic
BP ≥ 140 mmHg or diastolic BP ≥ 90 mmHg or taking
medications for high blood pressure.

DNA sample preparation, genotyping and quality control

DNA was extracted from buffy coat samples following the
manufacturer’s instructions using a Gentra PUREGENE
DNA Isolation Kit (QIAGEN, Valencia, CA, USA). After
sample processing, genome-wide genotyping was performed
using the Affymetrix Genome Wide Human SNP Array 6.0
(26). Genotypes were called using birdseed, version 2. SNPs
were excluded if they had a success rate of ,95% (41 885
SNPs excluded), an MAF of ≤0.01 (19 154 SNPs excluded)
or had a P-value for the Hardy–Weinberg test of equilibrium
(HWE) ≤1023 (6317 SNPs excluded). The current analysis
focuses on the 809 465 autosomal SNPs that passed these
filters. The sample genotyping rate for this set of SNPs in
these individuals was 99.5%. The concordance of blind
duplicates was 99.74%. Lower throughput genotyping for
replication was carried out using Sequenom Homogenous
MassEXTEND or iPLEX Gold SBE assays at the National
Human Genome Research Institute at NIH.

Evaluation of sample population stratification

EIGENSTRAT (27) detects and corrects for population strati-
fication in genome-wide association studies. The method is
based on principal components analysis. The resulting correc-
tion is specific to a candidate marker’s variation in frequency
across ancestral populations, minimizing spurious associations
while maximizing power to detect true associations. The
significant principal components were included as covariates
in the regression analysis.

Figure 1. Manhattan plots for genome-wide association for FI (top) and HOMA-IR (bottom). The Y-axis starts from 1 (P value ¼ 0.1). The block dotted lines
indicate P value = 5 × 1026.
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Table 2. Replication and meta-analysis for FI and HOMA-IR in West Africans and African Americans

Chr SNPs Genes Traita African Americans (HUFS) West Africans (AADM) Meta (joint) analysis

Eff. (freq.) P-valueb Beta (SE) Eff. (freq.) P-valueb Beta (SE) P-value Beta (SE) Dirc P-value (Het.)d

4 rs10050311 SLC10A6 FI T (0.09) 2.39 × 1026 20.32 (0.07) T (0.07) 0.4023 20.08 (0.08) 8.21 × 1026 20.25 (0.06) – 0.0671
IR 3.01 × 1026 20.34 (0.07) 0.3268 20.10 (0.10) 1.06 × 1025 20.26 (0.06) – 0.0561

4 rs17046216 SC4MOL FI A (0.48) 4.61 × 1027 0.20 (0.04) A (0.48) 0.0095 0.14 (0.04) 1.65 × 1028 0.18 (0.03) ++ 0.4040
IR 9.91 × 1027 0.21 (0.04) 0.0086 0.16 (0.05) 2.88 × 1028 0.19 (0.03) ++ 0.5051

rs17488534 SC4MOL FI A (0.48) 6.68 × 1027 0.20 (0.04) A (0.47) 0.0147 0.14 (0.04) 3.98 × 1028 0.18 (0.03) ++ 0.3414
IR 1.31 × 1026 0.21 (0.04) 0.0125 0.15 (0.05) 5.83 × 1028 0.19 (0.03) ++ 0.4366

5 rs1895320 PTTG1 FI C (0.12) 2.88 × 1026 0.28 (0.06) C (0.11) 0.2534 0.10 (0.06) 5.64 × 1026 0.22 (0.05) ++ 0.0897
IR 9.51 × 1026 0.28 (0.06) 0.2335 0.11 (0.08) 1.26 × 1025 0.23 (0.05) ++ 0.1393

10 rs10829848 TCERG1L FI T (0.13) 1.35 × 1025 0.26 (0.06) T (0.09) 0.0025 0.25 (0.06) 1.02 × 1027 0.25 (0.05) ++ 0.9102
IR 6.48 × 1026 0.28 (0.06) 0.0012 0.34 (0.08) 2.61 × 1028 0.30 (0.05) ++ 0.6322

rs7083202 TCERG1L FI C (0.13) 2.52 × 1025 0.25 (0.06) C (0.09) 0.0024 0.24 (0.06) 1.80 × 1027 0.25 (0.05) – 0.9316
IR 1.15 × 1025 0.28 (0.06) 0.0010 0.34 (0.08) 3.95 × 1028 0.29 (0.05) – 0.5980

rs7069620 TCERG1L FI T (0.13) 1.06 × 1025 0.26 (0.06) T (0.09) 0.0126 0.20 (0.06) 4.47 × 1027 0.24 (0.05) ++ 0.5341
IR 4.89 × 1026 0.29 (0.06) 0.0074 0.28 (0.08) 1.02 × 1027 0.28 (0.05) ++ 0.9663

rs7077836 TCERG1L FI T (0.12) 3.46 × 1027 0.31 (0.06) T (0.09) 0.0005 0.22 (0.06) 7.50 × 1029 0.28 (0.05) ++ 0.3579
IR 1.03 × 1027 0.35 (0.06) 0.0016 0.32 (0.08) 4.86 × 10210 0.34 (0.05) ++ 0.8355

rs10829854 TCERG1L FI A (0.13) 9.97 × 1026 0.26 (0.06) A (0.09) 0.0056 0.22 (0.06) 1.80 × 1027 0.24 (0.05) ++ 0.6435
IR 4.66 × 1026 0.29 (0.06) 0.0026 0.31 (0.08) 3.61 × 1028 0.29 (0.05) ++ 0.8541

rs3097970 TCERG1L FI C (0.17) 9.05 × 1026 0.23 (0.05) C (0.14) 0.0368 0.14 (0.05) 1.48 × 1026 0.20 (0.04) – 0.2878
IR 6.72 × 1026 0.25 (0.05) 0.0222 0.20 (0.07) 4.35 × 1027 0.23 (0.05) – 0.6297

rs12773697 TCERG1L FI G (0.13) 2.62 × 1025 0.25 (0.06) G (0.09) 0.0057 0.22 (0.06) 4.53 × 1027 0.24 (0.05) – 0.7359
IR 1.52 × 1025 0.28 (0.06) 0.0019 0.32 (0.08) 9.23 × 1028 0.29 (0.05) – 0.7264

13 rs9524298 GPC6 FI T (0.16) 7.85 × 1027 20.28 (0.05) T (0.15) 0.4852 20.05 (0.05) 1.20 × 1025 20.19 (0.05) – 0.0137
IR 8.30 × 1027 20.29 (0.06) 0.5340 20.05 (0.07) 2.01 × 1024 20.18 (0.05) – 0.0080

aFI, fasting insulin; IR, HOMA-insulin resistance.
bP-values under additive genetic model.
cAll association results are expressed relative to the forward strand of the reference genome.
dTest of heterogeneity between the African-American and the West African samples.
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Imputation

Imputation was performed with MACH, version 1.16 (28),
using the 1000 Genome CEU and YRI references (http://
www.sph.umich.edu/csg/abecasis/MACH/download) 2010–
06 releases. Our imputation strategy for this admixed popula-
tion has been published elsewhere (29). Briefly, we conducted
two separate imputations for HUFS using CEU and YRI refer-
ences and then merge the resulting data sets. If a reference
SNP yielded an imputed genotype for both the CEU and
YRI reference panels or in YRI reference panel only, we pref-
erentially accepted the genotype, using the YRI reference
panel. Otherwise, the CEU reference-imputed genotypes
were used. Based on this imputation strategy, 4 587 373 auto-
somal SNPs [after QC of call r2 ≥ 0.3 (between true allele
counts and estimated allele counts), imputation call rate
.90%, MAF . 0.01, HWE . 1023] were successfully
imputed, bringing the total number of genotype and imputed
SNPs to 5 396 838. The means (SD) of quality and r2 scores
(28) are 0.99 (0.03) and 0.97 (0.07) for SNPs from Affymetrix
6.0, and 0.95 (0.05) and 0.83 (0.16) for imputed SNPs.

Association testing

All association testing was performed using PLINK (30). As-
sociation between an autosomal marker and a continuous trait
was assessed using linear regression assuming an additive
genetic effect model. The two traits were analyzed with adjust-
ments for age, sex, BMI, hypertension status and the signifi-
cant principal components (first two principal components)
from EIGENSTRAT. We estimated the genomic inflation
factor (lGC) based on the median x2 test of all study partici-
pants (31).

Follow-up study in West Africans

We carried forward genotyped SNPs (Table 2) with
P-values , 5 × 1026 for IR and/or FI and SNPs in LD
(r2 ≥ 0.8) with the genotype SNPs in African Americans for
replication in a sample of 570 non-diabetic West Africans
enrolled as part of the African America Diabetes Mellitus
(AADM) study (32). However, SNPs that had nominal associ-
ation of P , 5 × 1026 in African Americans and MAF ¼ 0 or
were absent from HapMap YRI were not genotyped in our
West African sample. After quality filter (HWE . 1023,
MAF . 0.01 and SNP call rate .0.95), a total of 12 SNPs
within 5 regions were analyzed. We also attempted in silico
replication of our major findings (P-value , 5 × 1026 for
genotyped and imputed SNPs) in European participants in
the MAGIC study (5). All association analyses and trait trans-
formation were the same as in the discovery samples of
African Americans with adjustment for age, sex, BMI and
hypertension status. P-values for the discovery (African Amer-
icans) samples and the replication (West Africans) samples
were combined using METAL (http://www.sph.umich.edu/
csg/abecasis/Metal). All association results were expressed
relative to the forward strand of the reference genome. The
METAL calculates a z-statistic for each marker, summarizing
the magnitude and direction of the effect relative to the refer-
ence allele in each sample and then calculates an overall

z-statistic and P-value from the weighted average of the statis-
tics. Weights are proportional to the square root of the sample
size of each study. Cochran’s Q was estimated to test for
heterogeneity across the two samples.

Transferability of previous GWAS findings

We attempted to replicate published GWAs of FI and/or IR (5)
in our African-American samples in two stages: direct replica-
tion (i.e. same SNPs as reported) and local replication (i.e.
SNPs in reference ancestry LD with reported SNPs) as previ-
ously reported (33). For the identification of SNPs in LD with
published variants, we used the appropriate reference data set
(e.g. HapMap CEU reference data for European ancestry
population). To adequately account for multiple testing, we
estimated the effective degrees of freedom (d.f.) for the spec-
trally decomposed covariance matrix for the block of SNPs,
using the HUFS genotype data as previously described (34).
Power calculations were performed using QUANTO (http://
hydra.usc.edu/gxe). To estimate power for replication of an
SNP in West Africans, we used effect size from the discovery
sample (HUFS) and the allele frequency estimates in our West
African sample (or HpaMap YRI), assuming an additive
genetic model with a ¼ 2.5 × 1028. For power estimation of
a variant discovered in HUFS to be replicated in MAGIC
(i.e. transferability), we used the effect size from the discovery
sample (HUFS) and the allele frequency from MAGIC (or
HapMap CEU). For variants discovered in MAGIC, we did
the reverse.

SUPPLEMENTARY MATERIAL

Supplementary Material is available at HMG online.
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