
Positive Association of the Serotonin 5-HT7 Receptor Gene
with Schizophrenia in a Japanese Population

Masashi Ikeda1,2, Nakao Iwata*,1, Tsuyoshi Kitajima1, Tatsuyo Suzuki1, Yoshio Yamanouchi1,
Yoko Kinoshita1 and Norio Ozaki2

1Department of Psychiatry, Fujita Health University School of Medicine, Toyoake, Aichi, Japan; 2Department of Psychiatry, Nagoya University

Graduate School of Medicine, Nagoya, Japan

Several lines of evidence suggest that abnormalities in the serotonin system may be related to the pathophysiology of schizophrenia. The

5-HT7 receptor is considered to be a possible schizophrenia-susceptibility factor, based on findings from binding, animal, postmortem,

and genomewide linkage studies. In this study, we conducted linkage disequilibrium (LD) mapping of the human 5-HT7 receptor gene

(HTR7) and selected four ‘haplotype-tagging (ht) SNPs’. Using these four htSNPs, we then conducted an LD case-control association

analysis in 383 Japanese schizophrenia patients and 351 controls. Two htSNPs (SNP2 and SNP5) and haplotypes were found to be

associated with schizophrenia. A promoter SNP (SNP2) was further assessed in a dual-luciferase reporter assay, but it was not found to

have any functional relevance. Although we failed to find an actual susceptibility variant that could modify the function of HTR7, our

results support the supposition that HTR7 is a susceptibility gene for schizophrenia in this ethnic group.
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INTRODUCTION

The human 5-hydroxytryptamine 7 (5-HT7) serotonin
receptor is a G-protein-coupled receptor (Hoyer et al,
2002). These receptors are expressed in discrete areas of
the brain as well as in both vascular and gastrointestinal
smooth muscle (Bard et al, 1993; Lovenberg et al, 1993), and
the recent availability of selective antagonists and knockout
mice strains has increased our knowledge about their
functional roles. The 5-HT7 receptors are now known to
have an important role in modulating hippocampal
neuronal functions such as learning and memory, distur-
bances in which are thought to be fundamental in
schizophrenia (Hedlund and Sutcliffe, 2004; Thomas and
Hagan, 2004). 5-HT7 receptor knockout mice have also
exhibited a specific impairment in contextual fear con-
ditioning, which is associated with hippocampus-dependent
learning, and reduced ability for long-term potentiation in
the CA1 region of the hippocampus (Roberts et al, 2004).
Other in vivo and in vitro studies suggest that 5-HT7

receptors can mediate the effects of 5-HT on hippocampus

glucocorticoid receptor expression (Weaver et al, 2001;
Laplante et al, 2002; Beique et al, 2004). Glucocorticoid
has been tentatively associated with neurotoxicity, and
considering the neurodevelopmental hypothesis of schizo-
phrenia might have some role in this disease (Cotter and
Pariante, 2002).
Neuropsychopharmacologically, 5-HT7 receptors show

high affinity for a number of antidepressants and typical
and atypical antipsychotics. For example, clozapine, which
is a classical atypical antipsychotic drug and which has been
shown to be effective in treating schizophrenia (Safferman
et al, 1991; Kane et al, 2001), exhibits moderate potency as a
5-HT7 receptor antagonist. This finding suggests that an
interaction between and/or overactivity of receptor systems
may be involved in the pathophysiology of schizophrenia,
although the pharmacological basis of the unique actions of
clozapine is not well understood. Other lines of evidence
also support the association of 5-HT7 receptors to schizo-
phrenia; A postmortem study showed decreased expression
of 5-HT7 receptors in the dorsolateral prefrontal cortex of
schizophrenics (East et al, 2002). Furthermore, genomewide
linkage studies of schizophrenia have shown a linkage
in 10q22 (Mowry et al, 2000; Fallin et al, 2003) (OMIM:
SCZD11,%608078) close to the location of the human 5-HT7

receptor gene (HTR7: 10q21–24).
Here, we evaluate whether HTR7 is associated with

schizophrenia in a sample including 383 unrelated Japanese
schizophrenia patients and 351 unrelated controls. A
common hypothesis about allelic architecture proposes that
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the greatest genetic risk for common, complex diseases
including schizophrenia is from disease loci that have
one common variant (common disease–common variants
hypothesis: CD–CV hypothesis) (Chakravarti, 1999). In the
light of this CD–CV hypothesis, association analysis using
linkage disequilibrium (LD) mapping would seem to be
for a reasonable approach to narrow down the number of
potential susceptibility genes or variants for schizophrenia.
We therefore performed (1) LD mapping in HTR7 and
selection of ‘haplotype-tagging (ht) SNPs’, (2) an associa-
tion analysis using ‘htSNPs’, and (3) a systematic mutation
search to detect actual susceptibility variants capable of
modifying the function of HTR7.

MATERIALS AND METHODS

Subjects

A total of 383 patients with schizophrenia (200 male and 183
female; mean age7standard deviation (SD), 42.6714.5
years) participated in the present study. The subjects for the
mutation search were 48 schizophrenic patients who were
also among the 383 patients in the association analysis (27
male and 21 female; mean age7SD, 39.5714.7 years). A
total of 351 healthy volunteers (193 male and 158 female;
mean age7SD, 33.5713.1 years) were recruited as control
subjects. The subjects for initial ‘LD mapping’ were 96
controls who were also subjects in the association analysis.
The characterization details and psychiatric assessment of

these subjects were identical to those published elsewhere
(Suzuki et al, 2003; Ikeda et al, 2005). The patients were
diagnosed according to DSM-IV criteria with the consensus
of at least two experienced psychiatrists on the basis of
unstructured interviews and review of medical records. All
healthy controls were also psychiatrically screened based
on unstructured interviews. All subjects were unrelated to
each other and ethnically Japanese, and were individually
matched for gender and geographical origin.
After the study had been described, written informed

consent was obtained from each subject. This study was
approved by the Ethics Committee at Fujita Health
University and Nagoya University Graduate School of
Medicine.

SNP Inclusion for LD Mapping

We included all SNPs from the dbSNP database (URL;
http://www.ncbi.nlm.nih.gov/SNP/) and Celera Discovery
System database (URL; http://www.celeradiscoverysystem.
com/) for LD mapping (Table 1 and Figure 1).

Selection of ‘htSNPs’

‘LD blocks’ were first determined using criteria based on
95% confidential bounds on D0 values (Gabriel et al, 2002),
with Haploview version 2.05 software (Barrett et al, 2004).
‘htSNPs’ were then selected within each ‘LD block’ for 90%
haplotype coverage using SNPtagger software (Ke and
Cardon, 2003). This strategy for association analyses after
initial LD mapping and ‘htSNPs’ selection is considered to
be reasonable on the basis of descriptions given in other
papers (Kamatani et al, 2004; van den Oord and Neale,
2004).

SNP Genotyping

Genomic DNA was extracted from peripheral blood of
all subjects. For rapid genotyping of SNPs, we used
TaqMan assays (SNP1, SNP3, SNP4, SNP5, and SNP7), poly-
merase chain reaction (PCR)-restriction fragment length
polymorphism (RFLP) assays (SNP6), primer extension
with denaturing high performance liquid chromatography
(dHPLC) (SNP2) and direct sequencing (SNP8) (Table 1).
TaqMan probes and Universal PCR Master Mix were from
Applied Biosystems (CA). A 5-ml total reaction volume was
used and, after PCR, the allelic specific fluorescence was
measured on an ABI PRISM 7900 Sequence Detector System
(Applied Biosystems, CA). Methods for RFLP assays, primer
extension, and direct sequencing were described in greater
detail previously (Suzuki et al, 2003).

Dual-Luciferase Reporter Assay

Fragments of 262 bp including SNP2 were PCR amplified.
Genomic DNAs with identified genotypes were used as
templates, and PCR products of both genotypes were cloned
into pGL3-promoter Vector (Promega, WI). These Vectors
with both alleles and the Renilla luciferase vector, phRL-TK
vector, were transiently transfected into Chinese hamster
ovary (CHO) cells using Lipofectamine 2000t (Invitrogen,
CA). After 48 h, cell extracts were prepared and assayed for
firefly luciferase activity (LAF) and Renilla luciferase
activity (LAR) as described by the manufacturer (PikkaGene
Dual SeaPansyt Luminescence Kit, Toyo Ink, Japan) on a
Fluoroskan Ascent FL (Thermo Labsystems, Finland). All
experiments were repeated at least three times. To correct
for transfection efficiency, the relative luciferase activity
(RLA) was calculated as: RLA¼ LAF/LAR. The RLA of
mutants (RLAmt) was shown by % ratio of the RLA of
wildtype (RLAwt). Means and standard errors were
calculated and an unpaired two-tailed t-test was performed
using the software package SPSS 10.0J (SPSS Japan Inc.,

exon1 2 D 3
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Figure 1 Genomic structure of HTR7 with SNPs used in LD mapping. Exon D is an alternative splice exon. Numbers in parentheses represent minor
allele frequencies (MAFs) of 96 controls.
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Japan). Further details about primer pairs and culture
conditions for the cells are available on request.

Mutation Search

We performed dHPLC analysis, details of which can be seen
in a previous paper (Suzuki et al, 2003). Primer pairs were
designed using information from the GenBank sequence
(accession number: NM-030059.11) and Erdman’s paper
(Erdmann et al, 1996), as well as from 14 amplified regions
that covered all the exons, alternative splice exon (exon D),
and introns including the branch sites and 1000 bp
upstream from initial exon of HTR7.

Statistical Analysis

Genotype deviation from the Hardy–Weinberg equilibrium
(HWE) was evaluated by w2 test (SAS/genetics, release 8.2,
SAS Institute Japan Inc., Tokyo, Japan).
Marker–trait association analysis was performed with

the COCAPHASE 2.403 program (Dudbridge, 2003). This
program performs log-likelihood ratio tests under a
log-linear model for global P-value. To estimate haplotype
frequencies, an expectation–maximization (EM) algorithm
was used (Zhao et al, 2000). Rare haplotypes found in
less than 3% of both cases and controls were excluded
from association analyses due to the limitation of the
EM algorithm. For haplotypic analyses, we calculated global
P-values in multi-SNP haplotype systems. In both haplotypic
and single marker allelewise analyses, we performed the
permutation procedure that is a tool in the COCAPHASE
program in a 1- to 3-marker sliding window fashion.
We emphasized the permutation P-values rather than indivi-
dual global P-values, because this permutation method is
considered to be appropriate for these analyses (Dudbridge,
2003) (ie Bonferroni correction for multiple testing is
considered to be too conservative to apply to genetic
association analyses (Nyholt, 2001)). Ten thousand permu-
tations were performed in each permutation procedure, and
ORs (ORs) of risk alleles or haplotypes were calculated
when the most frequent alleles or haplotypes had ORs of 1.
To detect risk haplotypes, we performed the individual
procedures in this program. The significance level for all
statistical tests was 0.05.

RESULTS

LD Mapping

We genotyped eight SNPs for 96 controls. After testing for
deviation from HWE (all SNPs were in HWE), we evaluated
pairwise LD matrices between each SNP, and selected
‘htSNPs’ from LD blocks. Consequently, we determined
three ‘LD blocks’ and four ‘htSNPs’ (SNP1, SNP2, SNP5, and
SNP7) (Table 2).

Association Analysis

We expanded genotyping of these four ‘htSNPs’ for all the
schizophrenia subjects and the remaining 255 controls. In
this step, genotype distributions were again in HWE.T
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Almost all global P-values except 1-marker global P-
values of SNP1 and SNP7 were associated with schizo-
phrenia. After adjustment by permutation procedure, we
found a significant association of all permutation P-values
with schizophrenia (Table 3). An assessment of the
components of these significant associations indicated
SNP2 and SNP5 as possible key components for schizo-
phrenia (‘A’ allele of SNP2, case¼ 23.5%, control¼ 17.7%,
and P-value¼ 0.00571; ‘A’ allele of SNP5, case¼ 35.8%,
control¼ 28.9%, and P-value¼ 0.00504; Table 3). The ORs
for the significant risk genotypes are modest; OR¼ 1.43
(95% CI: 1.11–1.85) for SNP2, OR¼ 1.37 (95% CI: 1.10–1.71)
for SNP5.
To detect the risk haplotypes, individual haplotypic

analyses were performed from positive global P-values
(Table 4). The most significant haplotype overtransmitted
in schizophrenia was a combination of SNP2 and SNP5

(‘A–A’ haplotype, case¼ 23%, control¼ 16%, and P-value¼
0.0015); however, the estimated haplotype frequencies of
each risk haplotype were nearly equal to the minor allele
frequency (MAF) of SNP2 (case¼ 23.5%, control¼ 17.7%).

Dual-Luciferase Reporter Assay of SNP2

Taken together with the results of the LD mapping (SNP2
was in strong LD with SNP5), we hypothesized that
SNP2, a possible promoter SNP (533 bp from initial exon),
may be a susceptibility SNP for schizophrenia. To confirm
the functional relevance of SNP2, we developed a dual-
luciferase reporter assay. However, the results from this
assay did not provide evidence that SNP2 modifies trans-
criptional activity of HTR7 (P-value¼ 0.782; RLAwt¼
100758.2, RLAmt¼ 86.2745.2).

Table 2 Pairwise Linkage Disequilibrium (LD) Matrices and ‘LD Blocks’ in HTR7

BLOCK1 BLOCK2 BLOCK3

MAFb (%)Blocka SNPID SNP1 SNP2 SNP3 SNP4 SNP5 SNP6 SNP7 SNP8

BLOCK1 SNP1 1.0 (0.56–1.0) 1.0 (0.95–1.0) 0.71 (0.33–0.88) 0.77 (0.37–0.92) 0.83 (0.71–0.91) 0.85 (0.76–0.92) 0.78 (0.66–0.87) 32.8

SNP2 0.09 1.0 (0.54–1.0) 1.0 (0.86–1.0) 0.90 (0.71–0.97) 0.77 (0.21–0.93) 0.82 (0.32–0.95) 0.76 (0.20–0.93) 16.1

SNP3 0.98 0.09 0.79 (0.42–0.93) 0.88 (0.48–0.97) 0.83 (0.72–0.91) 0.88 (0.78–0.94) 0.79 (0.66–0.87) 32.3

BLOCK2 SNP4 0.10 0.48 0.12 1.0 (0.93–1.0) 0.78 (0.40–0.92) 0.82 (0.50–0.94) 0.79 (0.41–0.92) 28.6

SNP5 0.11 0.42 0.14 0.93 0.87 (0.47–0.97) 0.90 (0.57–0.98) 0.88 (0.48–0.97) 27.1

BLOCK3 SNP6 0.60 0.05 0.62 0.10 0.12 1.0 (0.93–1.0) 0.95 (0.87–0.99) 29.7

SNP7 0.73 0.06 0.75 0.13 0.15 0.86 0.95 (0.86–0.99) 32.8

SNP8 0.56 0.05 0.57 0.11 0.13 0.86 0.82 30.7

aEach BLOCK was determined by HAPLOVIEW.
bMAF¼minor allele frequencies of 96 controls in LD mapping.
Numbers of upper diagonals are D0 and parenthetical numbers are 95% confidential intervals of D0 . Numbers of lower diagonals are r2.
Boxes in gray represent ‘ht SNPs’.

Table 3 Association Analyses of Four ‘ht SNPs’ in HTR7

Genotypic distributionb

Allelic distribution

Multi-SNP haplotype systemsa M/M M/m m/m

P-values (genotype)

MAF (%)

SNPID 1SNP 2SNP 3SNP 4SNP SCZ CON SCZ CON SCZ CON SCZ CON

SNP1 0.347 177 147 156 157 50 47 0.477 33.4 35.8

0.0274

SNP2 0.00571 0.0137 231 240 124 98 28 13 0.0257 23.5 17.7

0.00584 0.0398

SNP5 0.00504 0.0280 162 175 168 149 53 27 0.0128 35.8 28.9

0.0313

SNP7 0.664 168 147 159 152 56 52 0.856 35.4 36.5

Permutation P-valuec 0.0197 0.0386 0.0424

aP-values were calculated by log-likelihood ratio test (1SNP; allelewise association, SNP2–4; global haplotypic association). Bold numbers represent significant P-values.
Bold italics numbers represent significant P-values of permutation test.
bM¼major allele; m¼minor allele; SCZ¼ schizophrenia; CON¼ control; MAF¼minor allele frequency.
cAn implement in the program COCAPHASE.
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Mutation Search

To detect the actual susceptibility variants, we performed a
systematic mutation search in all exons and introns
including branch sites and 1000 bp upstream from the
initial exon. However, we could not find any functional
mutations in these regions.

DISCUSSION

In this study, two htSNPs (a possible promoter SNP (SNP2)
and an intronic SNP (SNP5)) and haplotypes showed an
association with schizophrenia in a Japanese population.
However, the functional relevance of SNP2 could not be
confirmed with the dual-luciferase reporter assay.
The method of using ‘htSNPs’ in LD association analyses

is more sensitive and powerful than that of using randomly
selected SNPs. Here, selection of ‘htSNPs’ resulted in
the fitting of another criteria, ‘LD-selected htSNPs’, at
a relatively stringent r2 threshold (r240.8) (Carlson et al,
2004). This method of ‘LD-selected SNPs’ reflects the
evolutionary relationships of haplotypes. Therefore, our
‘htSNPs’ could identify disease associations with either
specific haplotypes or with clades of related haplotypes
(Carlson et al, 2004). Given this LD pattern of HTR7, the
actual susceptibility variants may exist anywhere in HTR7.
Although our sample size in this mutation search was

sufficient to detect common variants with more than
5% MAF at 95% power (Collins and Schwartz, 2002), we
failed to find the actual susceptibility variants through
a systematic mutation search. Since the actual promoter
region in HTR7 has not been determined, the regions
targeted in our mutation search might not have been

adequate. In addition, we did not search the conserved
noncoding sequence that plays a role in gene regulation.
Further investigation will be required for conclusive results.
An additional point deserves attention in interpreting the

results: The positive association with schizophrenia could
be due to type I error, possibly because of population
stratification or unmatched age samples. Replication study
with genomic control or a family-based population will be
required.
In conclusion, we found the first, and a significant,

association of SNPs in HTR7 with Japanese schizophrenia
patients after consideration of problems in statistical
genetics. These results support the supposition that HTR7
is a schizophrenia-susceptibility gene.

ACKNOWLEDGEMENTS

We thank Ms M Miyata and Ms S Nakaguchi for their
technical support. This work was supported in part by
research grants from the Ministry of Education, Culture,
Sports, Science and Technology, the Ministry of Health,
Labor and Welfare, and the Japan Health Sciences Founda-
tion (Research on Health Sciences focusing on Drug
Innovation).

REFERENCES

Bard JA, Zgombick J, Adham N, Vaysse P, Branchek TA,
Weinshank RL (1993). Cloning of a novel human serotonin
receptor (5-HT7) positively linked to adenylate cyclase. J Biol
Chem 268: 23422–23426.

Barrett JC, Fry B, Maller J, Daly MJ (2004). Haploview: analysis
and visualization of LD and haplotype maps. Bioinformatics
21: 263–265.

Beique JC, Campbell B, Perring P, Hamblin MW, Walker P,
Mladenovic L et al (2004). Serotonergic regulation of membrane
potential in developing rat prefrontal cortex: coordinated
expression of 5-hydroxytryptamine (5-HT)1A, 5-HT2A, and
5-HT7 receptors. J Neurosci 24: 4807–4817.

Carlson CS, Eberle MA, Rieder MJ, Yi Q, Kruglyak L, Nickerson DA
(2004). Selecting a maximally informative set of single-nucleo-
tide polymorphisms for association analyses using linkage
disequilibrium. Am J Hum Genet 74: 106–120.

Chakravarti A (1999). Population geneticsFmaking sense out of
sequence. Nat Genet 21: 56–60.

Collins JS, Schwartz CE (2002). Detecting polymorphisms and
mutations in candidate genes. Am J Hum Genet 71: 1251–1252.

Cotter D, Pariante CM (2002). Stress and the progression of the
developmental hypothesis of schizophrenia. Br J Psychiatry 181:
363–365.

Dudbridge F (2003). Pedigree disequilibrium tests for multilocus
haplotypes. Genet Epidemiol 25: 115–121.

East SZ, Burnet PW, Kerwin RW, Harrison PJ (2002). An RT-PCR
study of 5-HT(6) and 5-HT(7) receptor mRNAs in the hippo-
campal formation and prefrontal cortex in schizophrenia.
Schizophr Res 57: 15–26.

Erdmann J, Nothen MM, Shimron-Abarbanell D, Rietschel M,
Albus M, Borrmann M et al (1996). The human serotonin 7
(5-HT7) receptor gene: genomic organization and systematic
mutation screening in schizophrenia and bipolar affective
disorder. Mol Psychiatry 1: 392–397.

Fallin MD, Lasseter VK, Wolyniec PS, McGrath JA, Nestadt G,
Valle D et al (2003). Genomewide linkage scan for schizophrenia
susceptibility loci among Ashkenazi Jewish families shows

Table 4 Individual Haplotypic Analyses from Positive Permutation
Analyses of Schizophrenia

Frequency

Combination of
SNPs

Marker
haplotype SCZ CON P-values OR

SNP1-2 C–G 0.43 0.47 NS 1

C–A 0.23 0.18 0.0068 1.42

T–G 0.33 0.36 NS

SNP2-5 G–G 0.64 0.70 0.013 1

G–A 0.13 0.13 NS

A–A 0.23 0.16 0.0015 1.54

SNP5-7 G–C 0.32 0.37 0.043 1

G–T 0.32 0.34 NS

A–C 0.33 0.27 0.010 1.41

SNP1-2-5a C–G–G 0.33 0.37 NS 1

C–A–A 0.23 0.16 0.0015 1.59

SNP2-5-7a G–G–C 0.32 0.35 NS 1

A–A–T 0.21 0.15 0.0035 1.59

SNP1-2-5-7a C–G–G–C 0.30 0.34 NS 1

C–A–A–C 0.21 0.15 0.0041 1.57

SCZ¼ schizophrenia; CON¼ control; NS¼ not significant; OR¼ odds ratio.
aOnly reference haplotypes and positive haplotypes are shown.

Association of HTR7 with schizophrenia
M Ikeda et al

870

Neuropsychopharmacology



evidence of linkage on chromosome 10q22. Am J Hum Genet 73:
601–611.

Gabriel SB, Schaffner SF, Nguyen H, Moore JM, Roy J, Blumenstiel
B et al (2002). The structure of haplotype blocks in the human
genome. Science 296: 2225–2229.

Hedlund PB, Sutcliffe JG (2004). Functional, molecular and
pharmacological advances in 5-HT7 receptor research. Trends
Pharmacol Sci 25: 481–486.

Hoyer D, Hannon JP, Martin GR (2002). Molecular, pharmaco-
logical and functional diversity of 5-HT receptors. Pharmacol
Biochem Behav 71: 533–554.

Ikeda M, Iwata N, Suzuki T, Kitajima T, Yamanouchi Y, Kinoshita
Y et al (2005). No association of GSK3beta gene (GSK3B) with
Japanese schizophrenia. Am J Med Genet B Neuropsychiatr Genet
134: 90–92.

Kamatani N, Sekine A, Kitamoto T, Iida A, Saito S, Kogame A et al
(2004). Large-scale single-nucleotide polymorphism (SNP) and
haplotype analyses, using dense SNP maps, of 199 drug-related
genes in 752 subjects: the analysis of the association between
uncommon SNPs within haplotype blocks and the haplotypes
constructed with haplotype-tagging SNPs. Am J Hum Genet 75:
190–203.

Kane JM, Marder SR, Schooler NR, Wirshing WC, Umbricht D,
Baker RW et al (2001). Clozapine and haloperidol in mode-
rately refractory schizophrenia: a 6-month randomized and
double-blind comparison. Arch Gen Psychiatry 58: 965–972.

Ke X, Cardon LR (2003). Efficient selective screening of haplotype
tag SNPs. Bioinformatics 19: 287–288.

Laplante P, Diorio J, Meaney MJ (2002). Serotonin regulates
hippocampal glucocorticoid receptor expression via a 5-HT7
receptor. Brain Res Dev Brain Res 139: 199–203.

Lovenberg TW, Baron BM, de Lecea L, Miller JD, Prosser RA, Rea
MA et al (1993). A novel adenylyl cyclase-activating serotonin
receptor (5-HT7) implicated in the regulation of mammalian
circadian rhythms. Neuron 11: 449–458.

Mowry BJ, Ewen KR, Nancarrow DJ, Lennon DP, Nertney DA,
Jones HL et al (2000). Second stage of a genome scan of
schizophrenia: study of five positive regions in an expanded
sample. Am J Med Genet 96: 864–869.

Nyholt DR (2001). Genetic case-control association studiesF
correcting for multiple testing. Hum Genet 109: 564–567.

Roberts AJ, Krucker T, Levy CL, Slanina KA, Sutcliffe JG, Hedlund
PB (2004). Mice lacking 5-HT receptors show specific impair-
ments in contextual learning. Eur J Neurosci 19: 1913–1922.

Safferman A, Lieberman JA, Kane JM, Szymanski S, Kinon B
(1991). Update on the clinical efficacy and side effects of
clozapine. Schizophr Bull 17: 247–261.

Suzuki T, Iwata N, Kitamura Y, Kitajima T, Yamanouchi Y, Ikeda
M et al (2003). Association of a haplotype in the serotonin 5-HT4
receptor gene (HTR4) with Japanese schizophrenia. Am J Med
Genet 121B: 7–13.

Thomas DR, Hagan JJ (2004). 5-HT7 receptors. Curr Drug Targets
CNS Neurol Disord 3: 81–90.

van den Oord EJ, Neale BM (2004). Will haplotype maps be useful
for finding genes? Mol Psychiatry 9: 227–236.

Weaver IC, La Plante P, Weaver S, Parent A, Sharma S, Diorio J
et al (2001). Early environmental regulation of hippocampal
glucocorticoid receptor gene expression: characterization of
intracellular mediators and potential genomic target sites. Mol
Cell Endocrinol 185: 205–218.

Zhao JH, Curtis D, Sham PC (2000). Model-free analysis and
permutation tests for allelic associations. Hum Hered 50: 133–139.

Association of HTR7 with schizophrenia
M Ikeda et al

871

Neuropsychopharmacology


	Positive Association of the Serotonin 5-HT7 Receptor Gene with Schizophrenia in a Japanese Population
	INTRODUCTION
	MATERIALS AND METHODS
	Subjects
	SNP Inclusion for LD Mapping
	Selection of ‘htSNPs’
	SNP Genotyping
	Dual-Luciferase Reporter Assay
	Mutation Search
	Statistical Analysis

	RESULTS
	LD Mapping
	Association Analysis
	Dual-Luciferase Reporter Assay of SNP2
	Mutation Search

	DISCUSSION
	Acknowledgements
	References


