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Gene-based interaction analysis by incorporating
external linkage disequilibrium information

Jing He!, Kai Wangz, Andrew C Edmondson?, Daniel J Rader?, Chun Li** and Mingyao Li®!

Gene-gene interactions have an important role in complex human diseases. Detection of gene-gene interactions has long been
a challenge due to their complexity. The standard method aiming at detecting SNP-SNP interactions may be inadequate

as it does not model linkage disequilibrium (LD) among SNPs in each gene and may lose power due to a large number of
comparisons. To improve power, we propose a principal component (PC)-based framework for gene-based interaction analysis.
We analytically derive the optimal weight for both quantitative and binary traits based on pairwise LD information. We then use
PCs to summarize the information in each gene and test for interactions between the PCs. We further extend this gene-based
interaction analysis procedure to allow the use of imputation dosage scores obtained from a popular imputation software
package, MACH, which incorporates multilocus LD information. To evaluate the performance of the gene-based interaction
tests, we conducted extensive simulations under various settings. We demonstrate that gene-based interaction tests are more
powerful than SNP-based tests when more than two variants interact with each other; moreover, tests that incorporate

external LD information are generally more powerful than those that use genotyped markers only. We also apply the proposed
gene-based interaction tests to a candidate gene study on high-density lipoprotein. As our method operates at the gene level,
it can be applied to a genome-wide association setting and used as a screening tool to detect gene-gene interactions.
European Journal of Human Genetics (2011) 19, 164-172; doi:10.1038/ejhg.2010.164; published online 6 October 2010

Keywords: gene-gene interaction; linkage disequilibrium; imputation

INTRODUCTION

With continued decreasing cost of high throughput genotyping
technology, genome-wide association studies (GWAS) are becoming
increasingly popular for gene mapping of complex human diseases.
Most of the published GWAS papers report results from single-
marker-based analysis in which each SNP is analyzed individually.
Although this simple approach has led to the discovery of disease
susceptibility genes for many diseases, the identified SNPs often only
explain a small fraction of the phenotypic variation, suggesting a large
number of disease variants are yet to be discovered. There is growing
evidence that gene—gene interactions are important contributors to
genetic variation in complex human diseases.!® However, detecting
gene—gene interactions remains a challenge due to the lack of powerful
statistical methods. The most commonly used statistical approach for
studying gene—gene interactions is to use a regression framework in
which a pair of markers and their interaction terms are included as
predictors. When a large number of markers are available, one might
consider doing a stepwise regression’ or a two-stage analysis.?
Although such methods have been proven useful in simulation
studies, they may lose power when multiple interacting variants
exist in each gene.

One potential solution to the aforementioned problem is to
perform interaction analysis at the gene level. There is increasing
recognition for the importance of gene-based analysis.” Several
methods have been developed to test whether a gene is associated
with the trait of interest.!®!3 The central idea of these methods is to

summarize marker genotypes into a few components so that the
overall degrees of freedom are reduced while most information in the
data is retained. Extensive simulations demonstrate that gene-based
association analysis can increase the power of detecting genetic
association compared with single-marker-based analysis. It is there-
fore reasonable to expect that gene-based interaction analysis may
outperform SNP-based interaction analysis and lead to identification
of novel disease susceptibility genes.

Recently, Li et al'> proposed a novel gene-based association test —
ATOM, by combining optimally weighted markers within a gene. For
each marker in the gene, either genotyped or untyped, an optimally
weighted score is derived based on observed genotypes and linkage
disequilibrium (LD) information in a reference data set such as the
HapMap.!#15 To reduce the dimensionality of the data, ATOM tests
for association using selected principal components (PCs) of these
derived scores. Simulations and analysis of real data showed improved
power of ATOM over methods that do not incorporate external
LD information, especially when the disease loci are not directly
genotyped.

The success of ATOM motivated us to extend it to the analysis
of gene—gene interactions. Here we describe a PC framework for
gene-based interaction analysis. We analytically derive the optimal
weight for both quantitative and binary traits based on pairwise
LD information. We then use PCs to summarize the information in
each gene, and test for interactions between the PCs. We further
extend this gene-based interaction analysis procedure to allow the
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use of imputation dosage scores obtained from popular imputation
software packages MACH'® or IMPUTE,!” which incorporates multi-
locus LD information. We evaluate the performance of the proposed
tests by extensive simulations and the analysis of a candidate gene
study on high-density lipoprotein cholesterol (HDL-C).

METHODS

We consider the problem of gene-based interaction analysis between two genes
with multiple markers in each gene. We first present the analytical solutions for
quantitative and binary traits assuming the interacting trait loci are known. We
then extend the method to the more realistic situation in which the interacting
trait loci are unknown.

Quantitative trait

Suppose the quantitative trait of interest, Y; is influenced by the interaction
between two diallelic quantitative trait loci (QTLs) located in two different
genes. Let T and #; (with frequencies pr; and py, respectively) denote the two
alleles at QTL j (=1, 2). Assume the mean of the trait value Y given genotypes
gr, and gr, can be written as

E(Ylgr,, gr,) = or+Pr,gr+Br,81+ By 1,87 815 (1)

where gr; € {0, 1, 2} is the number of allele T; at QTL j. To detect inter-
action between the two QTLs, we test Hy: fir, r, = 0. However, as gr,
and gr, may not be directly observed, the test of interaction is often
accomplished through examination of interactions between genotyped
markers. Assume a diallelic marker j in gene j (with alleles A; and g; and
allele frequencies p,;, and p,;, respectively) is in LD with QTL j. We will
show that the mean of Y given genotypes g, and g, at markers 1 and 2 can be
written as

E(Y|g1, &) = atfig1itPrgat P 2818, (2)

Equation (2) allows indirect assessment of interaction between the QTLs by
testing Hy: 1 ,=0.

The regression coefficients B4, , and f3; , reflect the magnitude of inter-
action effects between the QTLs and between the markers, respectively, and
their relationship depends on the degree of LD between the QTLs and the
markers. To explicitly derive their relationship, we note that E(Y|g;, g2) can be
written as

E(Y|g1, ) =Y > E(Ylgr,, gr,)P(gr, [1)P(er; |)
8&r 81, (3)
=or+fr, Hi(g1)+Br, Ha (2)+Br, 1, Hi(€1)Ha(g2),
where H;(gj) = ZgT gr.P(¢r;|g), j = 1, 2. Li et al'> have shown that when the
J

QTLs and the markers are in Hardy—Weinberg equilibrium in the population,

H;(gj) = 2(pr; — Aj/pa) A/ (pa;0a)1 %85 (4)
where Aj = pa;r; — pa;pr; is the LD coefficient between QTL j and marker j.
Therefore,

Hi(g1)Ha(g2) =4lpr, — A1/pallpr, — A2/Pay]

+2[pTz - AZ/pazHAl/(PAlpﬂl )] g1
+2[pT1 - Al/pm“AZ/(pAzpaz )} X8
+[A1/ (P4, Pa )N[A2/ (P4, oy )] X 8182

If we replace the items in equation (3) accordingly by those in equations (4)
and (5), it becomes apparent that equation (2) holds, with

ﬂl,z = [Al/(p/hpﬂl )][Az/(pf\zpﬂz)] XﬁT[.Tg- (6)

)

Equation (6) indicates that the two interaction coefficients, fy, 5, and
P, differ only by a factor [A;/(pa,pa,)][A2/(Pa,Pay )], which is a function
of the marker allele frequencies and the LD coefficients between the QTLs and
the markers. The above derivation can be readily extended to binary traits such
as disease affection status (see Supplementary Materials).
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From the above derivation, we can see that if we define a weighted genotype
score for marker j, g = [Aj/(pa; pa;)]gj> then the corresponding mean model
for Y given the weighted genotype scores becomes

E(Ylg, &) =" +[Br, +2B1, 1, (b1, — A2/Pay)gT
+[[3T2+2/5T1 1, (Pry — A1 /pay) ]gz**'[’,rl.rzgfg; (7)
=0"+p1g, +538+Pr, 1,816+

where the interaction coefficient becomes the same as that in equation (1). This
indicates that for any pair of markers with one from each of the two genes,
using weighted genotype scores will result in models that share the same
interaction coefficient fi, 1, a fact that we will use below to combine multiple
markers within a gene.

Suppose m; diallelic markers in gene j are genotyped, with alleles 1 and 0l
for marker [; (1<[;<m;) and allele frequencies pO) and ql(]>, respectlvely
The above derlvatlons suggest that for individual i (1<1<n) and marker
I; (1<l]<m) in gene j, we may consider the weighted genotype score
gz(]) [A(}) /() (}) 0 )] (}> , where AU> is the LD coefficient between QTL j
and marker ; in gene ) and Sl denotes the number of allele 1(,/ carried by
individual i. Then the mean of the trait value Y; given weighted genotype
scores at marker [} in gene 1 and marker /, in gene 2 will be

(Y|g,ll g,(lz) ) =0 l{"ﬁ g”‘ +[f12g1 L +[fTl ngz( )*g,(la When all possible
marker combinations in the two genes are considered, then all m,xm,
interaction terms share a common interaction coefficient 7, r,. This suggests
that for individual 4, we can aggregate the information from m; markers in gene
7 by defining a weighted genotype score

Z po Zw; g, (8)
=1 I

and then assess the interaction between the two QTLs by examining the cross
product of their scores, 51(1) ><S§2). In situations in which the trait locus is in
complete or strong LD with a genotyped marker or is itself genotyped, the score
in equation (8) may not work well as the other markers will simply add noise
and dilute the association signal. Given this consideration, an alternative
weighted genotype score is

sV =w &l ©)

1 max

where [ .x is the genotyped marker that has the strongest LD with the trait
locus as measured by r2.

Estimation of weights
In the previous sections, we assumed the trait loci are known. In real data
analysis, the locations of the trait loci are unknown. It is reasonable to assume
that each of the known polymorphisms in the gene, either genotyped or
untyped in the study sample, is equally likely to be the trait locus. For each such
locus, we can estimate the weights for all the genotyped markers and calculate a
score for the locus. Following Li et al,'> we propose to estimate the weight using
LD information obtained from a reference database such as that generated by
the HapMap, other publicly available dense SNP data sets or resequencing data
from a subset of the study sample. Suppose M; markers are available for gene j
in the reference data set, and they are a superset of the markers genotyped in
the study sample. If marker k; (1<k;<M;) in the reference data set is the trait
locus, then the weight for marker /; in the study sample is

o _ A

w,
k.

: 10)
0,00 (
b4y
where A o is the LD coefficient between markers k; and [, and Pl ) and ql are
allele frequenc1es at marker ; in gene j. These quantmes can be estimated from
the reference data set. For 1nd1v1dua1 i and each marker k; in the reference data
set, we can calculate a weighted genotype score

s — 15,0 0
zk = Wii;8il;»
m]lfl

(11)
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or an alternative weighted genotype score
j )
S = P (12)

where [; qx is the genotyped marker that has the strongest LD with marker k;.
We note that the weighted genotype scores in equations (11) and (12) share
similarity with imputation dosage scores, and they can be considered as a
simple version of the multilocus LD-based imputation dosage scores obtained
from software packages such as MACH and IMPUTE. Although using pair-
wise-LD information only, the weighted genotype scores in equations (11) and
(12) provide an intuitive justification of why incorporating external LD
information may provide power gain for association testing. In the following
sections, we will consider both the pairwise LD-based weighted genotype scores
and multilocus LD-based imputation dosage scores in the testing procedure.

Gene-based interaction analysis

Once we have calculated the scores, either weighted genotype scores in equation
(11) or (12) or imputation dosage scores in MACH or IMPUTE, for each
marker in the reference data set, we can then test for gene—gene interaction
based on the scores (Sij . Sj({,l)) for gene j, where S (Sij)k ,Sg)k )" and
n is the total number of 1nd1v1duals in the study. As the trait loci are unknown,
a simple test of interaction could be to include all pairwise interactions of the
imputation dosage scores in a regression framework and then test for their
overall significance. However, this approach may suffer from low power due to
the large number of degrees of freedom involved. To efficiently aggregate all
information while reducing the degrees of freedom, we propose to test for
gene—gene interaction using PCs obtained from the scores. Without loss of
generahtg/ for gene j, we order its PCs such that PC(]) has the largest variance
and PC has the second largest variance and so on.

Once the PCs are computed, we can then test for gene—gene interaction by
conducting a regression analysis with a set of selected PCs and their interactions
as covariates. As the PCs are ordered by the magnitude of explained variance,
for each gene, we select the first several PCs that explain a prespecified fraction
of the total variance. Suppose L; PCs are selected for gene j. For a binary trait,
we can fit the data with the following logistic regression model (see Supple-
mentary Material)

logit [P(Y = 1|genotypes)]

= ot Z gpc + Z B PC+ Z Z By, PCVPCY.

h=1L=
(13)

For a quantitative trait, we can fit the data with a linear regression model.
Under the null hypothesis of no interaction between the two genes, f, , =0
for 1=1,..., Ly and LL=1,..., L,. We can test this null hypothesis by a likelihood
ratio test, and the corresponding test statistic is approximately distributed as a
y* distribution with L; XL, degrees of freedom. We call this test as a global test.
Alternatively, we can conduct pairwise interaction analysis between all selected
PCs and choose the statistic for the most significant pair as the test statistic and
evaluate its significance by Bonferroni correction. We call this test as a pairwise
test. In our analyses, we used 90% threshold for the fraction of variance as it
generally provides better power than other variance thresholds in scenarios we
considered. We note that for binary traits, the null hypothesis tested by logistic
regression is only an approximation to the null hypothesis that (f;,—f0)—
(fo,20,0)=0, and thus the weighted genotype scores we derived earlier may not
be ‘optimal’. However, as shown in the Supplementary Material, this approx-
imation is probably valid as long as the interaction effects are not too strong
and the disease is not common.

RESULTS

In this section, we evaluate the performance of the gene-based
interaction tests for binary traits and compare with SNP-based
interaction test. We considered four gene-based interaction tests:
(1) ATOM-AVG, which uses weighted genotype scores from equation
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(11); (2) ATOM-MAX, which uses weighted genotype scores from
equation (12); (3) MACH, which uses imputation dosage scores from
MACH; and (4) PCA, which uses genotyped markers only. For each
test T, we considered two versions: (1) the global version, which tests
for the joint interaction effect of all selected PCs; and (2) the pairwise
version, which tests for the pairwise interaction among all selected
PCs. Significance for the pairwise version is adjusted by Bonferroni
correction. For the SNP-based interaction analysis, we only considered
the pairwise version as the power of the global version is extremely low
due to the large number of degrees of freedom.

Comparison of type I error and power based on simulated data
We simulated data based on the LD structures of two genes
CHI3L2 (Figure 1) and PTPN22 (Figure 2), both are located
on chromosome 1 but are in linkage equilibrium with each other.
For each gene, we considered common SNPs with minor
allele frequency >0.05 and selected tagSNPs using the program
Tagger!® with pairwise tagging at > >0.8. We identified 25 common
SNPs for CHI3L2 and selected seven tagSNPs; for PTPN22, 29
common SNPs and 9 tagSNPs. We assumed that only the tagSNPs
were genotyped and available for analysis, a common scenario in both
candidate gene and GWAS studies. To simulate case—control data with
LD, we first estimated the haplotype frequencies of the tagSNPs for
each gene, and then simulated the genotype data according to the
estimated haplotype frequencies. We considered two situations: (1)
each gene has only one disease locus; and (2) each gene has two
disease loci.

For the first situation, we designated one locus in each gene as the
disease locus, and the case—control status for individual i was
simulated according to the following model

logit [P(Y; = 1/g;p, gip,)] =o-+0.2¢{p, +0.28,),

) (2
+0.3g,, 817,

where o is determined in a way such that the overall disease prevalence
is 5%. Power was estimated based on 1000 replicate data sets
each consisting of 2000 cases and 2000 controls and significance was
assessed at the 1% level. The type I error rate was evaluated based
on 10000 data sets by setting the interaction effect in the above logit
model to 0. Since gene-based interaction tests based on ATOM
and MACH require external LD information, we simulated 60 indivi-
duals (mimicking the HapMap CEU samples) as a reference data set
and then calculated the weighted genotype scores or the imputation
dosage scores using the LD information estimated from these 60
individuals.

As the performance of different tests may vary depending on
whether the disease loci are genotyped or not, we considered three
scenarios: (1) both disease loci are genotyped; (2) only one of the
disease loci is genotyped; and (3) both disease loci are untyped. A
thorough evaluation of all tests would require consideration of
25%29=725 combinations. To avoid extensive simulations for all
marker combinations, we classified the markers in each gene into
three categories according to LD levels. Specifically, a marker is
classified into the ‘strong LD’ category if five or more markers in
the gene have r >0.8 with it; a marker is in the ‘moderate LD’
category if three to five markers in the gene have r? >0.8 with it; the
rest are in the ‘weak LD’ category. On the basis of this classification,
markers in CHI3L fall into either strong or weak LD categories. By
classifying markers in this manner, we were able to investigate the
performance of various tests under a wide range of settings, yet
avoided simulations of all marker combinations.
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Figure 1 LD structure of CHI3L2 on chromosome 1 in the HapMap CEU samples. Displayed
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Figure 2 LD structure of PTPN22 on chromosome 1 in the HapMap CEU samples. Displayed is estimated r2 for 29 SNPs with MAF >0.05. SNPs within
the black boxes are tagSNPs selected using the Tagger program at r2 threshold of 0.8.

Table 1 displays the estimated type I error rates under two-locus
interaction model. The type I error rates of all tests are under control.
Not surprisingly, for each test, the pairwise version of the test is more
conservative than the global version due to the correction of a large
number of pairwise comparisons. Table 2 shows the estimated power. As
expected, when there is a single disease locus in each gene, Tsxp_pairwise
consistently outperforms the other tests. Among the other tests we

considered, Tatom AvG global> TATOM MAX gobal and TvacH global, Which
incorporate external LD information, offer better power, followed by
Tpca_global- We note that the powers of ATOM- and MACH-based tests are
similar, despite that MACH is much more computationally intensive. For
example, it requires ~210s to finish one simulation for MACH-based
tests with 2000 cases and 2000 controls; however, the required computing
time for ATOM-based tests is only ~5s, 40 times faster.
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Table 1 Type | error rates (%) under a two-locus interaction model in which one locus in CHI3LZ2 interacts with one locus in PTPN22

Disease locus in CHI3L2 Disease locus in PTPN22 Interaction tests
SNP PCA ATOM-AVG ATOM-MAX MACH

LD category SNP LD category SNP Pairwise Global Pairwise Global Pairwise Global Pairwise Global Pairwise
G G

w 3 W 13 0.82 1.04 0.79 1.15 0.70 1.10 1.00 1.08 0.80

S 24 S 27 0.72 1.10 0.94 0.93 0.68 1.03 0.91 1.13 1.03
G u

w 3 S 5 0.65 1.09 0.81 1.10 0.66 1.00 0.98 1.17 0.77

S 24 M 10 0.73 1.16 0.95 0.99 0.51 1.20 0.82 0.98 0.88
u G

w 5 S 27 0.71 1.18 0.82 1.15 0.57 1.04 0.90 1.09 0.96

S 7 W 24 0.74 1.06 0.97 1.12 0.84 1.08 1.13 0.91 0.75
U u

w 5 M 12 0.60 0.85 0.86 1.00 0.48 0.86 0.91 0.93 0.77

S 7 W 7 0.72 0.98 1.05 1.14 0.61 1.00 1.06 0.92 0.91

Abbreviations: G/U, genotyped/imputed; S/M/W, strong/moderate/weak LD category.

Table 2 Comparison of power (%) under a two-locus interaction model in which one locus in CHI3L2 interacts with one locus in PTPN22

Disease locus in CHI3L2 Disease locus in PTPN22 Interaction tests
SNP PCA ATOM-AVG ATOM-MAX MACH
LD category SNP LD Category SNP Pairwise  Global ~ Pairwise ~ Global ~ Pairwise  Global ~ Pairwise  Global  Pairwise
G G
w 3 w 13 40.6 23.9 21.0 29.4 24.2 18.5 6.1 20.1 17.7
w 3 M 16 60.3 51.9 52.1 56.1 48.7 54.2 29.2 56.6 40.3
w 3 S 27 71.6 65.6 66.0 67.9 65.6 68.3 40.2 66.3 58.1
S 24 w 13 36.4 21.6 14.6 24.9 18.7 17.6 5.6 16.3 17.8
S 24 M 16 55.9 44.5 38.9 47.4 39.3 51.3 26.3 50.0 46.5
S 24 S 27 68.0 61.5 52.1 58.7 55.0 64.7 38.7 66.7 72.1
Mean 55.5 44.8 40.8 47.4 41.9 45.8 24.4 46.0 42.1
u G
w 5 w 13 40.1 20.3 18.1 27.6 24.0 18.6 14.5 19.7 14.8
w 5 M 16 60.1 51.4 54.7 58.6 50.5 54.3 37.1 56.5 41.2
w 5 S 27 72.7 66.7 62.2 69.1 63.2 67.5 54.9 66.3 58.5
S 7 w 14 80.1 73.7 65.5 72.6 60.1 75.0 76.9 70.0 56.1
S 7 M 16 55.3 46.3 41.2 50.8 39.2 52.4 47.7 50.1 46.0
S 7 S 27 68.6 60.2 50.8 59.5 52.8 62.7 68.4 66.8 72.8
Mean 62.8 53.1 48.8 56.4 48.3 55.1 49.9 54.9 48.2
G 0]
w 3 w 17 73.6 69.3 58.7 71.7 59.3 70.4 52.1 67.3 56.8
w 3 M 3 61.0 52.8 52.0 57.4 50.1 56.3 38.6 57.7 42.5
w 3 S 5 74.3 67.5 62.8 69.7 63.5 69.0 55.2 65.9 57.8
S 24 w 17 67.4 59.4 42.2 59.8 48.2 63.4 63.4 65.8 67.5
S 24 M 15 58.5 50.3 42.9 52.4 40.4 54.2 49.1 52.8 46.5
S 24 S 5 66.5 59.8 50.9 58.5 51.8 63.2 67.9 63.6 68.4
Mean 66.9 59.8 51.6 61.6 52.2 62.8 54.4 62.2 56.6
u u
w 5 w 17 74.1 66.5 60.7 72.5 60.1 69.3 53.7 68.9 59.1
w 5 M 12 61.9 55.5 53.8 60.7 50.5 56.3 36.9 54.8 39.9
w 5 S 5 72.9 65.0 62.6 69.8 63.6 65.8 53.6 67.5 61.3
S 7 w 7 66.4 59.0 45.7 61.0 51.2 62.4 66.6 63.0 66.1
S 7 M 3 55.6 47.1 40.7 50.5 40.5 53.3 47.2 54.3 50.7
S 7 S 5 66.1 61.5 46.6 57.6 51.7 63.6 68.7 62.0 69.0
Mean 66.2 59.1 51.7 62.0 52.9 61.8 54.5 61.8 57.7

Abbreviations: G/U, genotyped/imputed; S/M/W, strong/moderate/weak LD category.
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Table 3 Type | error rates (%) under a four-locus interaction model in which two loci in CHI3L2 interact with two loci in PTPN22

Disease loci in CHI3L2 Disease loci in PTPN22 Interaction tests

SNP PCA ATOM-AVG ATOM-MAX MACH
LD Category SNPs LD Category SNPs Pairwise Global Pairwise Global Pairwise Global Pairwise Global Pairwise
G, G G, G
W, W 4,14 M, S 16, 27 0.83 1.10 0.91 1.12 1.01 1.18 1.08 1.05 1.00
W, S 4,24 W, M 1,16 0.76 0.99 0.92 1.06 0.98 0.98 0.94 0.97 1.03
G, U G, U
W, W 2,4 W, M 1,3 0.73 1.05 1.00 1.03 0.92 1.04 0.77 1.17 1.03
W, S 4,7 M, M 3,18 0.62 1.28 0.92 1.21 1.05 1.13 0.94 1.08 1.09
u,u U, u
W, S 15,1 W, W 7,20 0.82 1.15 0.98 1.18 1.05 1.13 0.97 1.19 1.06
W, S 15,11 M, S 23,19 0.73 0.87 0.97 0.96 0.99 0.88 0.95 1.07 1.01

Abbreviations: G/U, genotyped/imputed; S/M/W, strong/moderate/weak LD category.

For complex diseases, it might be an oversimplification to consider
only one disease locus per gene. To evaluate the performance of
different tests under a more complicated setting, we considered a
model in which two loci in CHI3L2 interact with two loci in PTPN22.
Specifically, we simulated case—control status according to the model:

logit[P(Y; = 1lg'p) &', 87,81, )] = a+0.2(g!p +g'p,
2 2 f
+g£ 13] +gi<gz)+o.3(gﬁl),gz'(.[3,

8D, 81D, B, T8 DL,
Again, the overall disease prevalence was set at 5% by adjusting the
value of a. For type I error estimation, we set the coefficient for the
interaction effect at 0.

As shown in Table 3, the type I error rates of all interaction tests are
under control. Table 4 shows the power comparison results. These
results indicate that all gene-based interaction tests outperform
the SNP-based test. For example, the power advantage of
TATOM-MAX-global OVET TsNp-pairwise @ measured by mean power differ-
ence ranged from 12.7 to 27.3%. This is much higher than the mean
power difference (4.1-9.7%) between the two tests under the simpler
disease models in Table 2. This indicates that SNP-based interaction
analysis is not sufficient when multiple loci in a gene interact with
multiple loci in another gene. Among all gene-based tests we con-
sidered, TmacH-global is generally the most powerful test, followed by
TATOM-MAX-globab TATOM-AVG—global and TPCA-global- It is worth nOtiIlg
that the power of Tarom-Mmax-global is only slightly lower than
TmacH-globat despite that MACH is much more computationally
intensive. The pairwise versions of these three tests are typically less
powerful than the global versions of the tests. Moreover, our results
clearly indicate the advantage of incorporating external LD informa-
tion in the analysis. The power gain of Tatom-MaX-global OVer
Tpca-global as measured by the mean power difference ranged from
3.3 to 7.9%, and the power gain of TiacH-global OVer Tpca-global Tanged
from 4.6 to 10.7%.

Application to the HDL data set

We applied the three gene-based interaction tests to an ongoing
candidate gene study on subjects with extreme levels of HDL-C. In
this study, 625 subjects of European ancestry with HDL >90th
percentile were considered as cases and 606 subjects with HDL
<30th percentile were considered as controls. All study subjects
were genotyped using the IBC 50K SNP array.!” Our previous SNP

pairwise interaction analysis on this data set reveals that a number of
SNPs in CETP significantly interact with several SNPs in BCATI. It is
well known that CETP promotes the transfer of cholesteryl esters from
HDL to low-density lipoprotein, and individuals that are genetically
deficient for CETP often have extremely high HDL levels.?%?! In a
recent GWAS on biochemical traits, BCATI is shown to be signifi-
cantly associated with serum albumin concentration.'® As albumin is
correlated with HDL,? it is possible that CETP and BCAT1 interact in
modulating the level of HDL-C.

Figures 3 and 4 display the LD structures of CETP and BCATI
estimated using the HDL data set. We downloaded genotype data at
these two genes for the CEU samples from the HapMap website. For
CETRP, there are 31 common SNPs in the HapMap, whereas the HDL
data set has 57, with 27 common SNPs in both data sets. As the
HapMap data set does not provide much additional LD information,
for ATOM-based tests, we calculated the weighted genotype scores
using the LD information provided by the 57 SNPs in the HDL
controls. For BCAT1, 164 common SNPs are in the HapMap and 79
are in the HDL data set, with 56 in both. For the 164 SNPs in the
HapMap, we calculated their weighted genotype scores using the LD
information provided by the HapMap; for the 23 SNPs in the HDL
data set but not in the HapMap, we used their observed genotypes in
the HDL data set.

The BCAT1 SNPs are in several LD blocks with weak LD between
some of the blocks, requiring 23 PCs to explain 90% of the variance.
Testing interaction using all SNPs in BCATI may have low power due
to the large number of degrees of freedom. To reduce the dimension-
ality, we divided the SNPs in BCAT1 into four blocks (Figure 4) and
tested interaction between CETP and each of the four blocks. We
found significant interaction between CETP and the third block of
BCAT1. The P-value of Tatom-avG-global i 0.0034. In comparison, the
P-values of TaAToM-MaX-global> TMACH-global a0d Tpca-global are 0.22, 0.25
and 0.072, respectively. The P-values of the pairwise versions of the
four tests are 0.035, 0.062, 0.38 and 0.029, respectively. The P-value of
TsNp-pairwise 1S 0.078. Compared with other gene-based interaction tests,
TATOM-AVG-global Clearly revealed stronger evidence of association.

DISCUSSION

We have proposed a PC framework for gene-based interaction
analysis. Our tests are based on the aggregation of information from
weighted genotype scores using pairwise LD information or impu-
tation dosage scores using multilocus LD information in a gene.
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Table 4 Comparison of power (%) under a four-locus interaction model in which two loci in CHI3L2 interact with two loci in PTPN22

Disease loci in CHI3L2 Disease loci in PTPN22

Interaction tests

SNP PCA ATOM-AVG ATOM-MAX MACH
LD category SNPs LD category SNPs pairwise Global Pairwise Global Pairwise Global Pairwise Global Pairwise
G, G G, G
w, W 4,14 w, W 1,13 25.5 44.8 30.6 51.9 22.7 47.8 222 53.2 25.7
W, W 4,14 W, M 1,16 44.8 68.5 39.5 74.1 33.7 72.5 52.3 73.3 41.2
w, W 4,14 M, M 16, 18 59.7 71.7 50.0 75.0 56.6 74.8 61.3 75.7 65.7
W, W 4,14 M, S 16, 27 18.8 58.0 39.7 67.3 52.3 69.5 57.7 73.3 56.7
W, W 4,14 W, S 24,27 39.9 60.7 37.0 67.3 36.0 66.6 32.8 68.7 39.8
W, S 4,24 w, W 13, 28 42.8 55.5 62.1 60.5 71.8 47.7 46.7 45.4 37.5
W, S 4,24 W, M 1,16 77.3 66.2 62.1 72.9 60.8 72.5 56.9 75.2 46.9
W, S 4,24 M, M 16, 18 73.8 69.7 64.3 74.4 66.7 75.4 62.8 75.1 67.8
W, S 4,24 M, S 16, 27 42.3 60.6 68.7 68.3 80.5 73.8 66.5 73.3 64.9
AN 4,24 W, S 24,27 71.2 60.6 62.1 67.7 58.1 67.7 39.4 71.7 49.9
Mean 49.6 61.6 51.6 67.9 53.9 66.8 49.9 68.5 49.6
G, U G, U
w, W 3,15 w, W 1,7 84.6 94.9 93.8 96.9 95.4 98.1 88.8 98.4 86.7
W, W 2,4 W, M 1,3 31.6 58.0 34.3 50.1 23.0 51.3 28.6 53.2 24.3
W, W 2,4 M, M 3,18 48.6 67.8 48.4 63.6 44.7 63.5 48.2 64.5 50.6
W, W 3,15 M, S 16, 19 82.2 96.1 92.7 97.6 95.3 98.2 94.6 98.4 94.2
W, W 2,4 W, S 1, 22 30.1 60.2 37.8 49.5 22.8 50.1 25.6 55.3 25.3
W, S 4,7 w, W 1,7 40.9 58.2 67.9 67.8 77.3 71.9 55.1 73.4 57.0
W, S 4,7 W, M 1,3 74.7 66.0 61.4 72.5 62.7 73.0 58.3 74.7 48.5
W, S 4,7 M, M 3,18 75.9 69.8 63.9 74.4 60.8 76.4 62.1 77.1 70.7
W, S 4,7 M, S 16, 19 40.3 59.8 67.8 68.1 77.3 71.8 62.4 72.5 66.2
W, S 4,7 W, S 1, 19 78.5 66.5 64.6 73.8 61.6 75.4 56.8 75.2 56.1
Mean 58.7 69.7 63.3 71.4 62.1 73.0 58.1 74.3 58.0
u,u u,u
w, W 1,15 w, W 7,20 20.8 56.8 54.1 67.0 57.9 70.0 41.5 70.8 39.3
W, W 1,15 W, M 20, 3 46.4 66.3 49.7 72.9 45.0 71.6 43.3 71.9 31.6
W, W 1,15 M, M 3,8 29.0 46.1 25.5 52.2 24.9 51.8 21.2 74.3 59.2
W, W 1,15 M, S 3,22 18.0 54.5 51.5 61.9 54.7 63.3 45.6 63.2 41.7
W, W 1,15 W, S 7,19 41.8 62.4 53.9 69.1 39.3 67.6 28.4 70.8 33.2
W, S 15,11 w, W 7,20 41.9 59.1 68.2 65.7 75.2 70.4 53.7 74.2 56.0
W, S 15,11 W, M 7,15 74.7 62.7 56.0 71.1 63.8 71.6 60.3 72.0 59.6
AN 15,11 M, M 3,8 76.0 68.9 63.5 75.1 64.9 75.6 62.8 76.6 71.3
W, S 12,2 M, S 12,19 17.7 63.0 55.4 56.3 459 64.9 37.6 62.2 37.6
W, S 15,11 M, S 23,19 45.4 65.5 71.9 74.0 80.6 76.7 66.2 76.3 67.3
Mean 41.2 60.5 55.0 66.5 55.2 68.4 65.1 71.2 49.7

Abbreviations: G/U, genotyped/imputed; S/M/W, strong/moderate/weak LD category.

To reduce dimensionality, the scores within a gene are further
summarized into PCs and then used in a regression framework for
interaction analysis. By extensive simulations under various settings
and the analysis of a real data set, we demonstrated that gene-based
interaction tests are a powerful alternative to the conventional
SNP-based interaction test and to approaches that do not incorporate
external LD information.

The gene-based interaction tests consider each gene as a testing
unit and tests for interaction at the gene level. Compared
with methods that operate at the marker level, a key advantage of
gene-based interaction tests lies in their ability to capture all
potential risk conferring variants in a gene. This makes gene-based
interaction tests particularly attractive when multiple disease
loci in a gene interact with multiple disease loci in another gene.
We note that when a single locus in a gene interacts with a single
locus in another gene, or when some of the interaction effects
are weak when more than two loci interact, the SNP-based
interaction test may perform well, as such a simple test can
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capture the interaction effect more effectively than the gene-based
interaction tests.

Another advantage of gene-based interaction analysis over the
conventional SNP-based interaction analysis is that it requires much
less number of tests. For example, for the IBC data with 50 000 SNPs
genotyped in 2000 candidate genes, the conventional SNP pairwise
interaction analysis will involve ~1.25 billion tests. In contrast, using
gene-based interaction analysis, the number of tests is reduced to
2 million. For large-scale candidate gene and GWAS data sets, gene-
based interaction tests can be used as a screening tool. After a pair of
significant interacting genes is identified, one can then conduct further
investigation to evaluate which SNPs within the genes significantly
interact.

Our method concerns with gene-based tests of interaction effect.
We note that there exist gene-based methods that jointly test for the
main effect and the interaction effect.?* Although the goals of these
tests are slightly different from ours, they all aim to incorporate
information contributed by multiple markers in a gene. How to
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Figure 3 LD structure of CETP on chromosome 16 in the HDL data set. Displayed is estimated r2 for 57 SNPs with MAF >0.05 based on the controls.
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Figure 4 LD structure of BCATI on chromosome 12 in the HDL data set. Displayed is estimated r2 for 79 SNPs with MAF >0.05 based on the controls.
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