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ONLINE METHODS

Subjects. The subjects enrolled in the GWAS (n = 26,620) and replication
sets 1 and 2 (n = 3,763 and n = 4,147, respectively) were obtained from the
BioBank Japan Project!* at the Institute of Medical Science, the University
of Tokyo, which consisted of subjects with 1 of 32 diseases (Supplementary
Table 1). Subjects with ages <18 or >85 years, subjects who had undergone
dialysis treatment or subjects who were determined to be of non-Japanese
origin by self-report or by PCA in the GWAS or our previous study'® were not
included. Clinical information on the subjects including age (61.3+ 12.9 years
(mean * 5.d.)), gender (47.2% female) and smoking history (49.8% ‘ever-
smoker’) were collected by a standard questionnaire. BMI values (22.7 £ 3.59
(mean +5.d.)) were calculated based on self-reported height and weight. BMI
based on self-reported data is known to be highly correlated (r > 0.94) with
that based on measurements®?, and any potential bias induced by self-reported
data may have little impact on the analyses®?33. All participants provided writ-
ten informed consent as approved by the ethical committees of the RIKEN
Yokohama Institute and the Institute of Medical Science, University of Tokyo.
The subjects enrolled in the replication set 3 (n = 27,715) consisted of subjects
from the eight cohorts of east Asian populations, and these subjects were
enrolled in the discovery stage of the concurrent meta-analysis for BMI'7.
The subjects in our GWAS were also enrolled in the replication stage of the
meta-analysis!”.

Genotyping and quality control. We used the data from 32 GWAS performed
for the BioBank Japan Project, in which subjects with each of the 32 diseases
were genotyped (Supplementary Table 1)!4. In the GWAS, genotyping was
performed using the Illumina HumanHap610-Quad Genotyping BeadChip.
After excluding the subjects with call rates <0.98, we éxcluded SNPs with call
rates <0.99, SNPs with ambiguous calls and non-autosomal SNPs. We excluded
subjects in close kinships based on estimations using identity by state. We
considered the subject pairs with an average proportion of alleles shared by
identity by state >1.7 to be in first- or second-degree kinship and excluded the
member of the pair with the lower call rates. We also excluded subjects whose
ancestries were estimated to be distinct from the other subjects using PCA
performed using EIGENSTRAT version 2.0. We performed PCA for the geno-
type data from our study along with the genotype data of unrelated European
(CEU), African (YRU) and east Asian (Japanese and Han Chinese (JPT +
CHB)) individuals obtained from the Phase Il HapMap database (release 24)%,
Based on the PCA plot, we excluded the outliers in regard to ancestry from the
JPT + CHB clusters (Supplementary Fig. 1). We then excluded the SNPs with
MAF <0.01 or the SNPs with an exact Hardy-Weinberg equilibrium P < 1.0 x
1077 and obtained genotype data for 480,103 SNPs in 26,620 subjects.

Genotype imputation was performed using MACH 1.0 in a two-step pro-
cedure. The individuals from the JPT and CHB populations obtained from
the Phase II HapMap database (release 24)3* were used as references. In the
first step, recombination and error-rate maps were estimated using 500 sub-
jects randomly selected from the GWAS data. In the second step, genotype
imputation of all subjects was conducted using the rate maps estimated in the
first step. We excluded the imputed SNPs with MAF < 0.01 or Rsq < 0.7 and
obtained genotype data for 2,178,018 SNPs,

In the replication study sets 1 and 2, we used genotyping data that we
obtained using the Illumina HumanHap550v3 Genotyping BeadChip and
the Ilumina HumanOmniExpress Genotyping BeadChip, respectively. We
applied the same quality control criteria and imputation procedure as was used
for the GWAS data. Details of the genotyping, quality control and imputation
procedure used in replication set 3 are described elsewhere!”. -

Statistical analyses. Genome-wide association study and the replication studies
of BMI. A rank-based inverse-normal transformation was applied to the BMI
values of the subjects. In the GWAS, associations of the SNPs with transformed
values of BMI were assessed by linear regression assuming additive effects of
allele dosages (bound between 0.0 and 2.0) using mach2qtl software, and a
genomic-control correction was applied®. In the regression model, gender,
age, age-squared, smoking history, the affection statuses of the diseases and
the demographic classifications of the medical institutes in Japan where the
subjects were enrolled®® were used as covariates. For the loci that satisfied

P <5.0 x 1073 in the GWAS, replication studies were conducted that consisted
of three replication sets (Supplementary Table 1 and Supplementary Fig. 1).
In replication sets 1 and 2, the associations of the SNPs were assessed in the
same manner as they were in the GWAS. In replication set 3, we referred to
the results from the discovery stage of the concurrently conducted genome-
wide meta-analysis of BMI'7. The combined results of the studies were
obtained using an inverse-variance method from the summary statistics
B and the standard error (SE). Details of our examination of the tag copy
number variants and our expression analysis of the KLF9 locus using pub-
licly available database for HapMap Phase II east Asian individuals3#37 are
described in Supplementary Figure 4. Associations of the SNPs that satisfied
P < 5.0 x 1075 in the combined study of the GWAS and the replication stud-
ies were further evaluated using the results of the meta-analysis for BMI in
European populations by the GIANT consortium!2. For the evaluation of the
associations in the previously reported BMI-associated loci>~1%13, the loci that
had FDR < 0.05 based on the number of loci reported with non-monomorphic
SNPs were considered to be significant. The statistical power of the study was
estimated using Quanto version 1.2.4.

The inter-individual variance in BMI explained by each of the identified loci
(P <5.0 x 1078 in the combined study) was estimated using 2f(1 - /)82, where
fis the frequency of the variant in the HapMap east Asian populations and
B is its additive effect size on the BMI obtained from the replication studies.
To estimate the variance explained by the combination of the identified loci,
we calculated the genetic risk scores for the subjects in the GWAS by summing
the dosages of the alleles associated with higher BMI carried by the subjects
weighted by the effect sizes of the SNPs obtained from the replication studies.
The explained variance was estimated from a linear regression model incor-
porating this score as the predictor and the covariate-adjusted inverse normal
transformed BMI residuals as the outcome.

Gene-gene interaction analysis of BMI. The gene-gene interactions of the
SNPs were evaluated using a multivariate linear regression model assuming
additive x additive effects of two SNPs?0. The allele dosages of the respective
SNPs and the product of the allele dosages were included in the model, in
addition to the covariates. The product of the allele dosages was considered
an interaction term. For each of the landmark SNPs in the loci confirmed
to be associated with BMI, the gene-gene interactions were evaluated with
all of the genome-wide SNPs (7 x 2,178,018 SNP pairs; Supplementary
Fig. 5), and genomic-control corrections were applied®. For SNP pairs that
had P < 5.0 x 1076 for the interaction term, replication studies using replica-
tion sets 1 and 2 were performed. The SNP pair that satisfied P < 5.0 x 10~8 in
the combined study of the GWAS and the replication studies was considered
to be significant.

Association study of metabolic and other related traits. Associations with obesity
(BMI > 27.5 (ref. 38); 3,058 cases and 31,472 controls), T2D (6,526 cases and
22,689 controls), systolic and diastolic blood pressure (n = 13,049), total
cholesterol (n = 12,565), high-density-lipoprotein cholesterol (n = 4,924), low-
density-lipoprotein cholesterol (n = 4,219) and triglyceride (n = 9,747) were
evaluated using the subjects enrolled in the GWAS and in replication sets 1 and
2 (Supplementary Table 6). In addition to the two new loci associated with
BMI (CDKAL1 and KLF9), we assessed the GIPR locus, where associations
with T2D and its related traits have been reported?>. A case-control analysis
and analyses of the quantitative traits were performed using logistic and linear
regression models, respectively, that included the covariates. In the associa-
tion analysis of T2D, subjects not affected with cardiovascular diseases were
enrolled as controls, and BMI was additionally incorporated as a covariate.

R statistical software was used for the general analysis. Details of the study
design are also included in Supplementary Figure 1.

32. Wada, K. et al. Validity of self-reported height and weight in a Japanese workplace
population. /nt. J. Obes. (Lond) 29, 1093-1099 (2005).

33. Nakamura, K., Hoshino, Y., Kodama, K. & Yamamoto, M. Reliability of self-reported
body height and weight of adult Japanese women, J. Biosoc. Sci. 31, 555-558
(1999).

34. The International HapMap Consortium. The International HapMap Project. Nature
426, 789-796 (2003).
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Meta-analysis identifies common variants associated with
body mass index in east Asians

Wanging Wen!~333, Yoon-Shin Cho*%%3, Wei Zheng!-33, Rajkumar Dorajoo®7-33, Norihiro Kato®%3, Lu Qi®3?,
Chien-Hsiun Chen!%!:33, Ryan ] Delahanty!-3, Yukinori Okada!?13, Yasuharu Tabara!4, Dongfeng Gu'5,
Dingliang Zhu'6-1%, Christopher A Haiman?®, Zengnan Mo?!, Yu-Tang Gao??, Seang-Mei Saw??, Min-Jin Go*,
Fumihiko Takeuchi®, Li-Ching Chang!?, Yoshihiro Kokubo??, Jun Liang?%, Mei Hao?, Loic Le Marchand?’,

Yi Zhang!6-13, Yanling Hu?3, Tien-Yin Wong?°-31, Jirong Long!~3, Bok-Ghee Han?, Michiaki Kubo®?,

Ken Yamamoto®3, Mei-Hsin Su'?, Tetsuro Miki**, Brian E Henderson?’, Huaidong Song?®, Aihua Tan3,

Jiang He?S, Daniel P-K Ng?3, Qiuyin Cai!-3, Tatsuhiko Tsunoda’’, Fuu-Jen Tsai!!, Naoharu Iwai’s,

Gary K Chen?, Jiajun Shi!-3, Jianfeng Xu%°, Xueling Sim*?, Yong-Bing Xiang?2, Shiro Maeda?!,

Rick T H Ong®*2, Chun Li*?, Yusuke Nakamura*4, Tin Aung?®-*, Naoyuki Kamatani'?, Jian-Jun Liu$, Wei Lu®®,
Mitsuhiro Yokota®, Mark Seielstad®%’, Cathy S ] Fann!?, The Genetic Investigation of ANthropometric Traits
(GIANT) Consortium*, Jer-Yuarn Wul%!1:54, Jong-Young Lee®54, Frank B Hu*%54, Toshihiro Tanaka®0->4,

E Shyong Tai?*51:5254 & Xjao-Ou Shu!-3>4

Multiple genetic loci associated with obesity or body mass
index (BMI) have been identified through genome-wide
association studies conducted predominantly in populations
of European ancestry. We performed a meta-analysis of
associations between BMI and approximately 2.4 million SNPs
in 27,715 east Asians, which was followed by in silico and de
novo replication studies in 37,691 and 17,642 additional east
Asians, respectively. We identified ten BMI-associated loci at
genome-wide significance (P < 5.0 x 1079), including seven
previously identified loci (FTO, SEC16B, MC4R, GIPR-QPCTL,
ADCY3-DNAJC27, BDNF and MAP2K5) and three novel loci in
or near the CDKALT, PCSKT and GP2 genes. Three additional
loci nearly reached the genome-wide significance threshold,
including two previously identified loci in the GNPDA2 and
TFAP2B genes and a newly identified signal near PAX6,

all of which were associated with BMI with P < 5.0 x 1077,
Findings from this study may shed light on new pathways
involved in obesity and demonstrate the value of conducting
genetic studies in non-European populations.

Genome-wide association studies (GWAS) have thus far identified
37 genetic loci associated with obesity or BMI!-!!. Virtually all of
these studies were conducted in populations of European ancestry
and included limited data from Asian populations®!!. Asians, who
account for over 60% of the world’s population, have higher percent-
ages of body fat and increased metabolic disease risk than indivi-
duals of European ancestry with the same BMI'2. Therefore, studies

conducted in Asian populations, in addition to allowing an evaluation
of the extent to which genetic markers of obesity identified in North
American and European populations can be generalized, also facilitate
the dissection of the genetic architecture of obesity and the identifica-
tion of genetic variants of particular importance in Asians.

The initial genome-wide association meta-analysis of BMI included
approximately 2.4 million genotyped or imputed SNPs gener-
ated from eight GWAS including 27,715 east Asians (stage 1). This
was followed by an in silico replication analysis conducted among
37,691 east Asians from an additional seven GWAS (stage 2) and a
subsequent de novo replication study conducted among 17,642 east
Asians from three studies (stage 3). Details of the study designs are
provided in Supplementary Figure 1, Supplementary Tables 1-3
and the Supplementary Note.

The stage 1 meta-analysis was performed using the METAL pro-
gram, and study-specific genomic control adjustment was applied
(see Online Methods). The stage 1 analysis revealed that three well-
established loci (FTQ, SEC16B and MC4R) were associated with BMI
at or near the level of genome-wide significance (P < 5 x 107§)13
(Fig. 1 and Table 1).

In stage 2, we analyzed 798 SNPs that were associated with BMI at
P < 1.0 x 10~*in stage 1 and 50 additional SNPs that were previously
reported to be associated with BMI but which did not reach P < 1.0 x
10~* in stage 1. Seven additional GWAS conducted in east Asian popu-
lations participated in the stage 2 study. We combined data from stage 2
with the stage 1 meta-analysis results in meta-analyses with adjust-
ment for both study-specific genomic control inflation and estimated

A full list of affiliations appears at the end of the paper.
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Figure 1 Manhattan plot showing the significance of associations between
BMI and SNPs in the stage 1 data. The SNPs in previously reported
genes that show significant associations with BMI are highlighted in red.
The SNPs in newly identified loci that are significantly associated with
BMI are highlighted in blue.

genomic control inflation for the stage 1 meta-analysis results (1.056;
see Online Methods). These analyses revealed that the index SNPs in
six previously reported loci (FTO, SEC16B, MC4R, GIPR-QPCTL,
ADCY3-DNAJC27 and BDNF) were associated with BMI with
genome-wide significance (P < 5.0 x 1078), whereas those in three
other previously reported loci (GNPDA2, TFAP2B and MAP2KS5)
were near genome-wide significance (P < 5.0 x 1077) (Table 1 and
Supplementary Table 4). In addition, the index SNPs in nine other
previously reported loci were associated with BMI with nominal sig-
nificance (P < 0.05) (Supplementary Table 4).

We compared two SNPs at each of the GIPR-QPCTL, ADCY3-
DNAJC27 and MAP2KS5 loci (Supplementary Table 5), one identified
by our study and another by the GIANT consortium (published during
the course of our study)®. The SNPs at ADCY3-DNAJC27 and MAP2K5
identified in our study are in linkage disequilibrium (LD) with the ones
identified by the GIANT consortium. At GIPR-QPCTL, our identified
SNP, 511671664, is not in LD with the GIANT-identified SNP, rs2287019,
in Asians (1% = 0.026) and is in weak LD with rs2287019 in Europeans
(7* = 0.264). 152287019 did not have a statistically significant association
with BMI in east Asians (Supplementary Table 4). Conditional analyses
with the two SNPs at each locus included in the same model for mutual
adjustment revealed a statistically significant association with BMI only

for the SNP identified by our study (Online Methods and Supplementary
Table 5), suggesting that the SNP we identified represents an independent
association signal in Asians at the same locus.

The reported effect sizes for BMI-related SNPs in studies of popula-
tions of Buropean ancestry are usually greater than 3% of the s.d. of
BMI. Given the sample sizes of our study, we had adequate statisti-
cal power (>0.8) to detect a SNP with such an effect size and with a
MAF of >0.2 in stage 1 or a MAF of >0.08 in the combined stage 1
and 2 data at a significance of P < 0.05. The index SNPs in the
19 previously identified loci that were not replicated in our study at
P < 0.05 had either very small effect sizes or very low MAFs in east
Asians (Supplementary Table 4).

One representative SNP from the four newly identified loci at or near
the CDKALI, PCSK1, PAX6 and GP2 genes and the three loci at the GIPR-
QPCTL, ADCY3-DNAJC27 and MAP2K5 genes that were reported by
the GIANT consortium® (Supplementary Table 4) were selected for
further replication in stage 3 using de novo genotyping in three studies
that included a total of 17,642 subjects (Supplementary Tables 1 and
2). In stage 3 analyses, the directions of the associations between BMI
and the seven SNPs were consistent with the corresponding associations
in stages 1 and 2. The final results derived from combined data from
all three stages showed that six SNPs at or near GIPR-QPCTL, ADCY3-
DNAJC27, MAP2K5, CDKAL1, PCSK1 and GP2 were associated with
BMI with genome-wide significance (P = 1.02 x 1078 to 5.93 x 1071%)
(Table 1), and rs652722 near the PAX6 gene was found to be associated
with BMI with P = 7.65 x 1078 (Supplementary Table 6). The variance
in BMI explained by these SNPs is presented in Table 1.

We also evaluated the association of BMI with these seven SNPs in
the GIANT consortium data. Four of these SNPs (15654581, rs261967,
rs4776970 and rs1167166) at or near the AGCY3-DNAJC27, PCSK1,
MAP2K5 and GIPR-QPCTL loci, respectively, showed a significant
association with BMI at P < 0.007 (P = 0.05/7, to account for seven
tests) (Supplementary Table 7). Although the effect sizes of these
seven loci were smaller than those of the well-established variants
in the FTO, MC4R and SEC16B loci (2.55-4.22% of s.d. versus 5.51-
7.92%; Table 1), their effect sizes were larger and the explained vari-
ances were larger in east Asians than in Europeans (Supplementary
Table 7), with the exception of rs4776970 in the MAP2K5 gene, which
was independently identified by both our study and the GIANT

Table 1 Identified loci associated with BMI variation in east Asian populations

P value by staged

Explained
Gene Chr. SNP Genotype?  EAFP B(s.e.m.) 1 2 3 Final® variancef
Previously identified BMI loci
FTO 16 rs17817449  G/T 0.17 7.92(1.06) 6.13x10°12 8.18x 10714 4.60x 1027 0.18%
SEC168B 1 1s574367 T/G 0.20 5.93(0.92) 2.38x 107! 1.28 x 10-10 9.47 x 10720 0.11%
MC4R 18 1s6567160 (v4) 0.21 5.51(0.93) 6.92x 1078 3.35x 1079 2.76 x 10715 0.10%
GIPR-QPCTL 19 rs11671664  G/A 0.50 4,22 (0.76) 1.29 x 10-5 2.57x 108 3,57 x 1073 593 x 10714 0.09%
ADCY3-DNAJC27 2 1s6545814 G/A 0.45 3.26 (0.76) 1.20 x 1075 1.62x 105  1.05x 107° 1.35x 10°13  0.05%
BDNF 11 156265 c 0.44 4.97 (0.83) 1.18 x 105 2.72 x 1072 ’ 3.56x 10713 0.12%
MAP2KS 15 rs4776970 AT 0.22 2.55 (0.90) 1.10 x 10-6 463x103 2.90x 1073 2.33 %1079 0.02%
GNPDA2 4 rs10938397 G/A 0.29 3.72(0.85) 1.60 x 1073 1.30 x 1075 9.69 x 10-8 0.06%
TFAPZB 6 1s4715210 T/C 0.21 3.05(0.91) 1.12 x 10-5 7.64 x 1074 1.61 x 10°7 0.03%
Newly identified BM! loci
CDKAL1 6 159356744 T/C 0.58 3.39(0.76) 3.21 x 1073 7.67 x 106  3.02x 1073 2.00x 10711 0.06%
PCSK1 5 rs261967 C/A 0.41 3.77 (0.77) 1.22 x 10°5 9.36x 10~ 8.46 x 107! 5.13 x 109 0.07%
GP2 16 1s12597579  C/T 0.80 4.09 (0.96) 7.13 x 10~ 2,07 x 1075 1.45x 101 1.02 x 1078 0.05%
PAX6 11 rs652722 (¥4) 0.61 2.75(0.77) 2.84x 1075 3.70 x 10~ 1.89 x 1071 7.65x 10-8 0.04%

Chr., chromosome.

3Effect allele/other allele. PEffect allele frequency in Asians, estimated from stages 1 and 2. Per allele effect of SNPs (in percentage) on BMI, obtained from stage 2 data only. dDerived from
meta-analysis. P values for the combined data were adjusted for both study-specific inflation factors and the estimated inflation factor for the stage 1 meta-analysis statistic. ®Combination of all
available data from the three stages. fThe effect sizes obtained from stage 2 data were used to estimate the explained variance.
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Figure 2 Quantile-quantile plot for the association of BMI with SNPs in
all stage 1 data (black) and in stage 1 data that excluded the 22 SNPs
with associations at P < 0.05 (red) (Supplementary Table 4).

consortium study. The explained variance of this SNP is 0.03% in
Europeans (Supplementary Table 7) and 0.02% in Asians (Table 1).

As shown in Table 1, the SNP in FTO had the greatest effect on
BMI and accounted for the largest proportion of the variance (0.18%)
in our study population. Together, the 10 loci associated with BMI
that reached genome-wide significance explained 0.87% of the
interindividual variation in BMIL and all 22 loci that were associ-
ated with BMI at P < 0.05 explained 1.18% (Online Methods and
Supplementary Table 4). These explained variance values are lower
than those reported by the GIANT consortium (1.45% for the SNPs
overall and 0.34% for FTO)®. After exclusion of SNPs within these

. 22 loci that were associated with BMI at P < 0.05, the number of

SNPs with small observed P values for an association with BMI still
exceeded the expected number (Fig. 2), suggesting that additional
BMI-related loci remain to be uncovered in east Asians.

The newly identified associations of four a

excluded (Supplementary Table 6). Meta-analyses of obesity as a
dichotomous outcome (BMI >27.5)* also showed similar associations,
with odds ratios per allele ranging from 1.05 to 1.10 (Supplementary
Table 8). Of the studies participating in our analyses, one stage 2 study,
the Singapore Cohort study Of the Risk factors for Myopia (SCORM),
only included children (9 year olds). In data from the SCROM study, all
four loci had an association with BMI consistent with the meta-analysis,
and the rs652722 SNP near PAX6 was associated with nominal signifi-
cance (P = 0.0335) (Supplementary Table 6). Excluding the SCORM
study from the analysis had little effect on the results.

The consistency of the findings across studies and populations sug-
gests that population structure alone did not account for the signifi-
cant associations we identified. In addition, multiple SNPs in LD with
each other showed similar associations in the combined stage 1 and 2
data at each locus (Fig. 3 and Supplementary Table 9). This finding,
together with the identification of similar associations in the de novo
replication stage, suggests that our results are unlikely to have been
caused by genotyping or imputation errors.

The locus represented by the rs9356744 SNP (6p22.3) contains
the CDKALI gene, which has been reported to affect type 2 diabetes
risk in 2 number of studies!>~!7. A recent study identified an associa-
tion between a SNP in CDKALI, rs4712526, and BMI in 8-year-old
children!®. rs4712526 was not included in stage 2, but stage 1 data for
this SNP were consistent with the previous report (Supplementary
Table 10). This SNP is in strong LD with 159356744 (2 = 0.87) in
Asians. Excluding participants with type 2 diabetes resulted in a simi-
lar association (P = 4.01 x 1078) (Supplementary Table 6), indicating
that the association of rs9356744 with BMI was not driven by inclusion
of individuals with diabetes in the study. Additionally, two SNPs in the
CDKALI gene (rs9356744 and rs9368222; Supplementary Table 9)
are cis expression quantitative trait loci (eQTLs) for the nearby E2F3
gene, a transcription factor and tumor suppressor19. In an accompa-
nying paper, Okada ef al.2 identified another SNP (rs2206734) in the

SNPs at or near the CDKALI, PCSK1, PAX6 101
and GP2 genes with BMI were consistent %

~
Y

©500
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across studies, gender and ancestry and 8
remained little changed after subjects with
chronic diseases (cancer or diabetes) were

Figure 3 Regional plots of four newly identified
loci in this study. (a-d) Results are shown for
the rs261967 (a), rs9356744 (b), rs652722 (c)
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CDKALI gene that is associated with BMI. rs9356744 and rs2206734
are in strong LD in Asians (% = 0.932) and in weaker LD in Europeans
(#=0.396). In data from the GIANT consortium, rs9356744 was not asso-
ciated with BMI (P = 0.186; Supplementary Table 7), but rs2206734 was
(P =10.0049). These findings suggest that the functional SNP encoding
risk for obesity is in LD with both rs9356744 and rs2206734 in east
Asians but only with rs2206734 in populations of European ancestry.

At the chromosome 5 locus (5q15), the top SNP, rs261967, along
with 13 other SNPs that are in strong LD (7% = 1.0) with it, reached
genome-wide significance in the combined stage 1 and 2 data
(Supplementary Table 9). The nearest gene to this locus is PCSK1
(81.3 kb upstream). A candidate-gene study reported two common
nonsynonymous coding variants (rs6234 and rs6235) in the PCSKI
gene that were associated with obesity?!. However, these two SNPs
showed no association with BMI in our study (Supplementary
Table 10), nor were they in LD with the 14 SNPs we identified
(r? = 0) according to HapMap Asian data. rs261967 showed an asso-
ciation with BMI (P = 0.00158; Supplementary Table 7) in the data
provided by the GIANT consortium?®.

At the chromosome 16 locus (16p12.3), the identified SNP,
rs12597579, is near the GPR139 and GP2 genes. Multiple SNPs in
this region showed an association with BMI in stage 1 that nearly met
the significance threshold that was required for them to be evaluated
in stage 2 (Fig. 3d). One of these SNPs, rs12598578 (P = 1.63 x 107%;
Supplementary Table 10), which is in LD (r*> = 0.968 in Asians) with
the identified rs12597579 SNP, is highly conserved across species
according to the TRANSFAC database??, and the common G allele
creates a Ying-Yang transcription factor binding site.

The top SNP at the chromosome 11 locus (11p13), rs652722, is
approximately 66.0 kb from the nearest gene, PAX6. This SNP is in
LD with several SNPs that, according to the SCAN database?3, are
predicted to be eQTLs for a number of genes potentially important in
the regulation of body weight. Among the potentially regulated genes
is MIF, according to HapMap lymphoblastoid cell lines. According
to data from these cell lines, two SNPs (rs621611 and rs679887) in
LD with rs652722 are significantly associated with MIF expression
in SCAN. High plasma levels of the MIF protein are related to higher
BMI?4. Another gene whose expression is associated with rs652722
is PFKP, which, along with FTO, has been associated with increased
BML, hip circumference and weight?,

We identified multiple signals at the ADCY3-DNAJC27 locus
(Supplementary Table 4). The rs11676272 SNP (P = 5.88 x 10~19)
encodes a predicted missense mutation in the ADCY3 gene that causes a
p-Ser107Pro alteration in the protein, and this change is predicted to be
potentially deleterious according to PolyPhen. This SNP is also associated
with expression of the POMC gene, which regulates energy balance®. In
addition, rs11676272 and rs6545814 at this locus (r* = 0.98 for LD between
the two SNPs in Asians) are both eQTLs for the ADCY3 gene?®.

In conclusion, our study identified ten loci that are associated with
BMI at the genome-wide significance level (P < 5.0 x 1078), including
seven loci previously identified in populations of European ancestry
(FTO, SEC16B, MC4R, GIPR-QPCTL, ADCY3-DNAJC27, BDNF and
MAP2K5) and three newly identified loci in or near the CDKALI,
PCSK1 and GP2 genes. Three additional loci nearly reached genome-
wide significance, including two previously identified SNPs in the
GNPDA2 and TFAP2B genes and a newly identified marker near
PAX6, all having P < 5.0 x 1077, Of the three previously reported
loci at GIPR-QPCTL, ADCY3-DNAJC27 and MAP2K5, conditional
analyses showed that only the SNPs identifiéd by our study were asso-
ciated with BMI in east Asian populations. The representative SNP
(rs261967) near the newly identified association with PCSK1 showed a

significant association (P = 0.00158) with BMI in a European popula-
tion. As expected, the explained variance of the previously reported
loci was generally lower in east Asians than in Europeans, whereas
the explained variance for the newly identified loci from this study
was generally higher in east Asians than in Europeans. The identifica-
tion of new loci may shed light on new pathways involved in obesity.
Future fine mapping of mixed-ancestry populations could lead to the
identification of causal links.

URLs. METAL, http://www.sph.umich.edu/csg/abecasis/
Metal/; ConSite, http://www.phylofoot.org/consite/; PolyPhen,
http://genetics.bwh.harvard.edu/pph/; USCS Genome Browser,
http://www.genome.ucsc.edu/; SNPinfo Web Server, http://snpinfo.
niehs.nih.gov; MACH, http://www.sph.umich.edu/csg/abecasis/
MACH/index.html; Impute, http://mathgen.stats.ox.ac.uk/impute/
impute.html.

METHODS
Methods and any associated references are available in the online
version of the paper at http://www.nature.com/naturegenetics/.

Note: Supplementary information is available on the Nature Genetics website.
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ONLINE METHODS

Study design. This study had three stages. Stage 1 was a meta-analysis of study-
specific results on the association between SNPs and BMI from eight GWAS that
participated in the consortium and included a total of 27,715 individuals of east
Asian ancestry. Each participating study was approved by the local institutional
review board, and informed consent was obtained from participants. Promising
SNPs selected from the stage 1 meta-analysis were further examined by in silico
(stage 2) and de novo (stage 3) replication analyses. Basic information for all
participating studies is summarized in Supplementary Figure 1, Supplementary
Tables 1 and 2 and the Supplementary Note.

Stage 1 samples and genotyping, The sample sizes of the eight GWAS in stage 1
varied between 821 and 8,838 participants, with a total of 27,715 individuals.
For genotyping, two studies used Affymetrix arrays, and six studies used an
Illumina platform (detailed information is provided in the Supplementary
Note). To allow for the combination of the data derived from different geno-
typing platforms and to improve coverage of the genome, genotype imputation
was performed by each participating study using either MACH or IMPUTE.

Stage 1 statistical analysis. A uniform statistical analysis protocol was followed
by each participating study. To calculate BMI, each study collected weight and
height measurements. To improve the normality of the BMI distribution and
alleviate the impact of outliers, the rank-based inverse normal transformation
(INT) was applied separately to BMI values for each gender in each study.
INT involves ranking all BMI values, transforming these ranks into quantiles
and converting the resulting quantiles into normal deviates. The association
between SNPs and the inverse normal transformed BMI values was analyzed
with a linear regression model. The association between SNPs and obesityasa
dichotomous outcome, which defined obesity as BMI 2 27.5 (ref. 14), was ana-
lyzed with a logistic regression model assuming an underlying additive genetic
mode and adjusting for age (continuous), age squared, gender (if applicable)
and ancestry (if applicable). Stratified analyses by gender and disease status
(for cancer or type 2 diabetes) were also performed by each study.

Next, we carried out meta-analyses using two methods in parallel to cross-
check the results: one approach combined effects weighted by the inverse
variance and the second combined P values weighted by the square root of the
sample size for each study. Both meta-analysis procedures were implemented
in the METAL software package (see URLs). The final P values obtained from
these two methods were highly congruent (Pearson correlation r = 0.98).
P values derived from the effect-size~based method are reported here, as this
method is preferred, in general, to the P value-based method and also pro-

vides combined regression coefficients and their standard errors®. The meta-

analyses were carried out with all data combined and were also stratified by
gender and disease status. The presence of heterogeneity across studies and
between genders was tested with Cochran’s Q statistics?’.

To correct each study for residual population stratification or cryptic
relatedness, the meta-analyses were performed with genomic control correc-
tion?® by adjusting for the study-specific inflation factor (1), which ranged
from 1.000 to 1.075 in stage 1 (Supplementary Table 3). After study-specific
genomic control adjustment, the estimated inflation factor for the stage 1
meta-analysis statistic was 1.056, which was further adjusted when combining
stage 1 results with stage 2 replication data.

On the basis of the stage 1 meta-analysis on the association between SNPs
and BMI in all participants, we selected for stage 2 replication a total of 848
SNPs, which included 798 SNPs with P < 1.0 x 10~%'and 50 SNPs located in
previously reported obesity-related loci that had P> 1.0 x 10~*. The cutoff of
P < 1.0 x 10~* was chosen so that the overall P value would reach genome-wide
significance (P < 5.0 x 10~8) given the sample sizes of stages 1 and 2.

Stage 2 in silico replication, The 848 SNPs selected for replication were investi-
gated in an independent set of 37,691 individuals of east Asian ancestry from seven
additional GWAS. The sample sizes of the seven additional studies varied between
901 and 27,284 subjects. The RIKEN study was the main source of the replication
data and included 27,284 individuals. One study (SCORM) included only children
(9 year olds). All studies used the Illumina platform except for the GenSalt study,
which used an Affymetrix array. Genotype imputation was also performed by each
study using either MACH or IMPUTE, as for studies included in stage 1.

Each study individually conducted a similar analysis of the SNPs selected
from stage 1, using the same protocol as in stage 1. The stage 2 data were
combined using meta-analysis methods with study-specific genomic control
adjustment in a manner similar to that performed in stage 1. Finally, we used
meta-analysis to combine all data from stages 1 and 2, with further adjustment
for the estimated inflation factor for the stage 1 meta-analysis statistic.

Stage 3 de novo replication. Seven SNPs that were associated with BMI accord-
ing to the analysis of combined stage 1 and 2 data, including four SNPs at four
newly identified loci and three loci that overlapped with loci that were reported
by the GIANT consortium during the course of our study, were further validated
in our stage 3 de novo replication studies. These analyses were conducted with
data from three study sites (Supplementary Table 1), and the genotyping for
the seven SNPs was carried out for a total of 17,642 east Asians. The results from
stages 1, 2 and 3 were combined and analyzed using meta-analysis methods.

Quality control procedures. The following quality control procedures were
recommended for each participating study. SNPs were excluded, either in the
primary analysis conducted by each participating study or at the meta-analysis
stage (Supplementary Table 3), if they (i) had a call rate of <90%, (ii) deviated
from Hardy-Weinberg equilibrium with P < 1.0 x 107, (iii) had a MAF of <1%,
(iv) had low imputation quality (for imputed SNPs; r-hat < 0.3 for MACH or
proper-info < 0.5 for IMPUTE) or (v) were potentially contaminated. Samples
from individuals were removed if they had a call rate of <90%, if they showed
first-degree cryptic relationships in an identity-by-descent (IBD) analysis or
if they were potentially contaminated. The specific quality control procedures
adopted by each study are summarized in Supplementary Table 3.

Conditional analysis. To investigate the independent association of SNPs
in the same locus, conditional analyses were conducted by including both
SNPs at the same locus in the same regression model for mutual adjustment.
The normal transformation of BMI values and the adjustment of covariates
were applied in the same manner as in the stage 1 analysis. These conditional
analyses were conducted among 57,931 (88.6%) subjects from 11 of the 15
studies in stages 1 and 2.

Estimation of the explained variance. The variation in BMI explained by an
individual SNP was estimated by 23?1 - ) (ref. 29), where f is the frequency
of the variant and f s its additive effect estimated from the stage 2 studies. We
subsequently estimated the overall fraction of variance that can be explained
by all significantly associated SNPs found in the current meta-analyses by
calculating the genetic score with

m
Score; = Z Bi4jj
j=1

where m is the number of SNPs, f3; is the effect of an allele at locus j, estimated
from the stage 2 data, and A;; is the number of reference alleles of individual i
atlocus j. The measure of variance explained (adjusted R?) was estimated from
a linear regression model incorporating the score as the predictor and the
covariate-adjusted inverse normal transformed BMI residuals as the outcome.
We reported the average explained variance weighted by the sample size of
each study. These analyses to estimate the explained variance were conducted
among 57,931 (88.6%) subjects from 11 of the 15 studies in stages 1 and 2.

Analyses of coding SNPs, eQTLs and copy-number variant (CNVs). Variants
with potential functional impact were evaluated using the SNP Function
Prediction tool, which is part of the SNPinfo Web Server?. This tool identi-
fies SNPs with potential functional consequences, including those resulting in
coding changes. The severity of a coding change was evaluated with PolyPhen,
although SNPs reported to result in coding changes of consequence were inde-
pendently verified using the PolyPhen website®! (see URLS).

eQTLs were evaluated using the SCAN database?® and the GeneVar pro-
gram?3, with RNA sequencing and genotyping experiments conducted as
described previously®2.

To test for CN'Vs in the proximity of the specific variants of interest, we used
the UCSC Genome Browser®>. Although direct access to individual-level SNP
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genotype information was unavailable to directly test for the presence of CNVs,
we used the phased genotypes from HapMap 2 release 22 data, which show esti-
mated LD values for the CHB and JPT HapMap populations (hapmapLdPhChbJpt
table), in combination with the UCSC Genome Browser track from the Database
of Genomic Variants (dgv table)” to identify the presence of known CNVs that
intersected regions in strong LD with GWAS variants,

26. Zeggini, E. & loannidis, J.P. Meta-analysis in genome-wide association studies.
Pharmacogenomics 10, 191-201 (2009).

27. Cochran, W.G. The combination of estimates from different experiments. Biometrics 10,
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29.

30.

3

—

32.

33.

34,

35.

Park, J.H. et al. Estimation of effect size distribution from genome-wide association
studies and implications for future discoveries. Nat. Genet. 42, 570-575
(2010).

Xu, Z. & Taylor, J.A. SNPinfo: integrating GWAS and candidate gene information into
functional SNP selection for genetic association studies. Nucleic Acids Res. 37,
W600-W605 (2009).

. Ramensky, V., Bork, P. & Sunyaev, S. Human non-synonymous SNPs: server and

survey. Nucleic Acids Res. 30, 3894-3900 (2002).

Montgomery, S.B. et al. Transcriptome genetics using second generation sequencing
in a Caucasian population. Nature 464, 773-777 (2010).

Fujita, P.A. et al. The UCSC Genome Browser database: update 2011. Nucleic
Acids Res. 39, D876-D882 (2011).

Frazer, K.A. et al. A second generation human haplotype map of over 3.1 million
SNPs. Nature 449, 851-861 (2007). .

Feuk, L., Carson, A.R. & Scherer, S.W. Structural variation in the human genome.
Nat. Rev. Genet. 7, 85-97 (2006).

doi:10.1038/ng.1087

NATURE GENETICS

—5b81—



J ISR REER B L O Brugada SEBRBEOIGEIEN,

DER, B\Xt

BRI RO

JREERE - FHESBERE

J RIEIRRY - RABEOEERS C
%%'ﬁ'tbﬁﬁfi@bwﬁﬁﬁ

mm%me&%majm_Lf

'iﬂif-fifi’(mdiE 12X B Osborn EBH SN TV BHD,

& AT B, 1992 5, Brugada © AN EE

AL LB (VE) %55 5 % i
'bmu&ﬁﬁ%hwb

amfimmvﬂ&é
B - FRE T 9 - B

OREREAETE & FE3ETE VE O BRI DWW TR 5.
VE & i - BRI, Aizawa 5%
1992 4R 2@ TS Lz, 15 1d VI S8 ae ]
WHBGKT B & & SIZWHBGHI R L, 72 Iﬁ -

DMWY S VE DS s had T b &R LAY
9 LRI, Brugada fE@IECHF 5’3’ .
BRI CA LN D Z EH 5", Brugada SEBIED

Iy
MEEZ Tz 2008 412 Halssaguerre 5

Tw/”. Brugada
eh, TOWTILEL

i)

HwHoE
2%, Brugada ZUIRIE 7 iR S 2 WIEIENE VE #1206 #1
D5 B 31% IR A b &
e RS A PR S BT, VE BESTEIR C

AHiL YA DRV E ST TOHE DM
BT o - T & B U 2245 VE 1L Bruga-

da SEBRBEOFBE B LIEHOH 73 — T4
ﬂ‘ﬂ’l‘éé@\.u ENBIHN kT, FOKY,
RSP VE G0 Ao ] 3% - BT ik
DFABERT 1 & OB E Bl S vz, 2010 4RI
Antzelevitch H2% TS % [ lEREE LTOL
DOOPEENMSEE LTE &%, Brugada EFERDL F0
1HTH D ERHL7"
2. REBABOESS

19 - IS @8 meE i X
BHS, Haissaguerre 258 L 22507 25 v T v
LWLV, Thbh, [ ETOST L ﬂ‘ 2101
mVUEDLDOT () vF, AS5—%EHL), TH
LTHTDOU Lo LB ETALNLS D

LEND, JHTOST EANEOEE LATL, T

WATRATT YA AR, ] RHET v F
FRM L. BAOWEEZETA LD ] ¥k QRS #
P S RIS ST ub BT T AW EE X
F—EfirEhs (F1).

h &8

B LK A B MR AR TR, SO IR B - RN PR

S5-4-56

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

—b82—



A BEIBSE, JEHE

|
|

N
.
—
—

Ny I 1 S RN

Early Repolarization

B Pilsicainide test

Rest

-

5 min

I

/ ,

/ \ A

FE ARt

/o / \
/

N O S R
Notched (J wave) Slur
10 min 15 min Querlap

Y

ﬂ!

B:¥

3. RIS BOEE

eI b, @Mﬁﬁmi%ﬁ
FHENTBY Y, FoEaE R BHRRDR),
f, B, EQJQ\QCZV\‘ ERI BTV
TR BEI VS EREETASILY, &
ERBRIIPE YIS DENRALNL, EWRHfET
ikmA®H%MﬁW®m A1 3~32%, JPiE 2~
13%, A5—132~23% EWMESNTVE, B1K
RLEELEY T Lo b &, BIAESEIESHK
T 11.9% (6520/52.723 %), BT 156% (4,326
27670 %), 6% (1.273/21,153 ‘%) Eih, ]
WL 54%, A T—1346%TH- 72", —F, ¥
P VE G BT 2 R HE 5 OB L 23~43% &
3N, FELEETELDB &, FIEIZ287% (246:’
858 &), BET 298% (99/332), &MET 239%
314) THolz, FiJROHEL 15~32% (,5}"'1“5'7

D

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

N CHIBEATE Hf.

Eﬁﬂﬁ’ﬁ#ﬁj &K

N . Py X K i3
L’.)Lui:»{ FEEHICL Y, JHROKXEIZIE

2%), AT—OHEF 12~31% (FY23%) T,
WER ALY LEBEETH YT, R VE
BICIEIE R 5 BYEOMBHATR AV EEL 5
nb. '
ZDEHTT W -

RURH M VE & OB
HEINTVES, LD E@FEATITEEEICLDS
naﬁ%ﬁ%%.%ﬁk%mﬁ%%ﬁ@tT&k@
HAER2 IR SLOWLTIR] HATOST
“HAEOLmV LI.L”’[’” A L, BES TR
FEBCRLEREIL LASRWE LTW
2%, féz".h A TR RICEES S EIR I
W EMS, R AR B LT BRI &

AL - LEE DY 2 7B % B TWB T A
ba. ), BHIESEO BRI (TR - fBEEE)
BRI AR OIGRE, P AR EOEE MBS

&, BRI AT BRES T/ OHRIE - REEIRYE -

S-4:57

—583—



e

x®1 BPBHBOEE
A
Tolal Male Female
Gengral population ER+ ALL ER+ ALL ER+ ALL
Surawicz et al. JACC 2002 : 40 : 1870 338 1,073 282 529 56 - 544 V-V, (5)
Klatsky et al. Am J Med 2003; 1151171 670 2,081 583 1,165 87 916
Haissaguerre et al. NEJM 2008 : 358 : 2016 21 412
Rosso et al. JACC 2008 ; 52 : 1231 16 124
Tikkanen et al. NEJM 2009 : 361 : 2529
, 10,864 X 1
Circulation 2011 ;. 123 : 2666 630 0.86 422 5693 208 171
Num et al. EHJ 2009 ; 31 : 330 46 1,395 44 798 2 597
Sinner et al. PLOS Med 2010 77 : 1000314 811 65,213 439 3,035 372 3,178 MONICA/KORA
Noseworthy et al.  JACC 2011 ; 57 : 2284 423 9444 321 7131 102 2313 FHS, H2K
Olson et al. EHJ 2011 ;24 1 3098 1,866 15,141 1,420 8,707 446 8,434 ARIC study
Haruta et al. Circulation 2011 ; 123 : 2931 1,429 5,976 815 2,612 614 3,364
Total 6,250 52,723 4,326 27,670 1,273 21,153
Percent (%) 11.9 15,6 6.0
B
Total Male Female
IVF ER+ ALL ER+ ALL ER+ ALL
Haissaguerre et al. NEJM 2008 : 358 : 2016 64 206 46 122 18 84
Rosso et al. JACC 2008.; 52 : 1231 19 45
Merchant et al. Am J Cardiol 2009 ; 104 © 1402 9 39 7 22 2 12
Cappato et al. Circ A & EP 2010, 3 305 10 23 8 16 2 5 J wave/stur
Abe et al. Heart Rhythm 2010 ; 7 : 675 7 22 (5] 17 1 5 J wave only
Lellouche et al. JCE 2011 .22 131 40 104
Nunn et al. JACC 2011 . 58 : 286 84 363 32 155 52 208
Derval et al. JACC 2011 ;581722 13 56
Total 246 858 99 332 75 314
Percent (%) 28.7 29.8 239
F2 REATORBEMECTH
ER pattern HIEE Fi# HR Reference
J20.1 mVy £ET 0.8-0.85 Am J Med 2003, Circulation 2011
{Haruta)
HERRGE 0.75 Circulation 2011 (Haruta)
TEDE 1.83 Circulation 2011 {Haruta)
inferior lead DEMIE  1.28-3.15 NEJM 2008, PLoS Med.2010
infero-latéral lead (both) TEOIE 2.50 Circulation 20171 {Haruta)
horizontal/descending ST REENRIC 1.43 Circulation 2011 (Tikkanen)
slur/notch RRBROIE 2.09 Circufation 2011 (Haruta)
B%+35-54 y.0. DESFE 265 PLoS Med 2010 (Sinner)
S +35-54 y.o.+Inferfor  LEEMIE 4.27 PLOS Med 2010. {Sinner)
BA R 2.03 EHJ 2011 (Ofson)
ik RIATE 2.54 EHJ 2011 (Olson)
J20.2mV | inferior lead DEAGE 2.98 NEJM 2009 (Tikkanen)
horizontal/descending ST+ FEEARSE 3.14 Circulation 2011 {Tikkanen)
inferior lead

—5b84—

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012



BEA

DB
1.0 (meE
oo e, JREREL
0.8+ T—n

044 JEEF >02mV

Survival Free-of Death from
Cardiac Causes
o
u

0.3 FEESRE
024

011 p<0.001
00

10 20 40 40

Years

RHESEL L

TEARTE

 Opreetasge_ JREREL
€ o9 Tm—
= 08 L; —
3 (-] 0.7
8% oo JEER >02mv
35 0s TEBY
LE 047
5 - 034
T 02
3 ol p<0.001
0.0%

i) T - T T ?
10 20 30 40 50
Years

Years

H2 SHEBSEOREICLSTHE
LB~ AC TOLELE X URBIRIED RS, TR CEMHOBRERY

PRI EXHBIZEINT S, X5 ] HETOST
EREE02mV U EEED DL, BWHESEORE
P2 ST S OFREIC & 0 LHEIIE - RERITEHH
3EICHMT A s hTwad (HM2)Y, %
EENDADE, RHEMRCREIRIC X 54 M5E
X ] HTO ST EFHA 01 mV LLETI 0.07%,
ST ER2701 mV METHED FIEMR W - AE
RERBEBCMASE 01~03%, ST EHH02
mV LA TS 20 B B A5FERE T B 3 A
C07~08%BETH B, Y VE Bl ¢RI
) BE, VE OBEFSEEICASNEREO N
W NEIZ 214 20, ST LADEERIEL, Y
2T PE N ERWEEATHS (F2)Y.
4. DEROEH
—IEDEFEL R ETHLN L RIESEIE, B
Vi~ Vel E LTES S 01 mV B Th 5
T DB, RN VE L BT 5 B SO
BB LT LISEE L, ST LA ] Bk AE Y
L BN, BN LRMIRED, BRELTNE

JPN., J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

CRBUECHk 9, FEUESCHE5) & D BIBUE)

JHATEET B Z L b s S (’3)7. ke
—BEORR MIBOERICL Y JHREMKRT 2
2 Na'F v ROVERTEED BRI T 3 - ST
PRI LACEELRZ TRV RRMENT D
(1), EHAFLHIF2T I VAMTIET-ST
FRIGERT Y. ST LAAR J RS REM (1912
02mV LLE) THHIFEY X7 BEW.

F7z, VF - LOFIE @A 5 2L - T ¥k
LIZLISTRSECALND 2 E2% L,
ST LAMWTRFEO AR BT, Bl - fIBEE CIK

EHIZ

VE 568 (R b—24) &L 3T 5. Antzelevitch &
TR - IR BT ARRSEIE VE 2, ST L
f - JEOLERTORAE &> TERS (Early re-
polarization syndrome) 1 %756 3T CHEL,
Brugada fEfEREZ 4 DD & 4 7L L7z (B3). 3
SICHRRI L ] BMEER L LCEL KERE &Y
TWah, JEOLERFECOREIE VF 25 &2
CHHAMGRO T A L BE L TB D, RERE

5-4-59

—585—



S-4-60-

VFERE R 2B

Endo J

Epicardial Cooling

ECG i J?&i?j(
e s J
B O O A A
o R
Notchig:x
N

!\/\\f‘PI“@SE

\

o 200 {msec]

£ Wk P L7
A L7z (L
% ] omT,
i (Endo) TUE

.

'L\ﬂrﬂ 1!1'] (hm 0)21 g

3 J /ﬁd)"@b
I}; t\’F) WogEC,

®3 JFEERBEONE

R, 2 UL ]
k). AR E T VIS X
!/H‘Jl’f"i/ /‘%fﬁi(’)\‘ﬁ'é}‘}{&ﬂ\l )\9 %

0

Lo AT IE

BiEME BRI
Type Bry,
. - ) gada . o
ERS type 1 ERSiype2 ERStype3 syndrome 531} EER
BRUBEROBE EEEE E"'?"FF R, BHE HE rEE, AE £, AR
B I, VoVe I, O, avF  [5%6ME ViV wFERD LA
o o 18k ik 1 NA N/A
J wave
Na chamnel | . . ,
| EMURE  EUVEE Rl R Hi% N/A NZA
AMERTIE
i3 Hig S E-1x3 Bk Sk B, i
- P %31:"';! - N
VF & s Bh, RERN B4 &4, Strom 0] 1) B
HVUERER
. . J BIEFE J EIEBE J BEEE J EERL . i
- : AL, ) ' ' ' ‘54 VT/VE S
. Quinidine VT/VEIS  VIAVESEL VTAVF S VTAVF 103 i TV 5]
lsopraterenc J F'Eﬂi’.“%"{t, J BERI, J BIER1L; J BIEEE, N/A NA
P VIAVRHIS  VTAVEIE  VTAVEEL  VTAVE :
SCNS5A,
CACNATC,
KCNJS,
. CACNATC, _ CACNB2B, ~
BEPEE cacnezs  CACNAIC,  CACNAIC o SCN5A N/A
CACNB2ZB ’ N

SCN1B. KCNE3,

SCN3B, KCNJ8

586 —

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

ik 6) & b BIHEE)



Horizontal/
descending

RN

i

!

Horizontal/descending ST patiern

Ascending/
up-sloping

'ﬁ gwm; m [ ; @fﬁx‘«w
I
hy .
= "“"”""é w oA féfuj (\\m

J wave in V4~Vs

Slur

Notched

R4 WMalignant type @Eﬁﬁﬁﬁﬁﬁ

TR LD ST I & % 090C ST #h4m0CF - FREO S ML FHR R
ey, THOERTA LY JMERTLODEIITHARE éiw )
(A Uik 9y £ H BB
EiZHNTW5 A3 A B LR 72V 2 g Brugada SE BB
JﬂWé@Lomqu7 ioo//%( ﬁ TO VE FREBH»6~THE@EzOIILL, B
RTLON, VF LT 2 L3 pY T A0S PRI COWMRBRXEFNETEE RS L
ST OBREICOWTIE, BFAZILE L LBEEZ NS Fio HVIEREH LM LEE
FETH J WA R T —IZh &k &, KPR WL TR LROHBRNHONE
Ty ST #h9r % iR R W R EENRYE & B4 5 & it BHIBEAE - J BROER
Han (M4, U VE 6T b R0 J WEE QRS AMBICAAE L, QRS B0

AAHERR I T B, QT MFsE, 50 H 5
i$”&wbw TS R Y
. INEELE l&7u77AM%T@
/Uﬁmﬁi‘%ﬁ%‘%&'{&
ﬁ'ﬁ Lo (74
Vh R, BRI
LERRLEY. - )5, IE

Hﬁ%fiw%? B - T B BYRE OS5
.‘.i 6 *féﬂ]t:¥:1 _ {9}0‘)(;%% e ]I»FVA
e S AR B

pii

S Z R LTOME %

3 A vt

Haissaguerre & O T

701(%

’D A

LT 2R D b
%95

& B VE 0 B

WESBErHATHEC TS 2l e TS £
34%I1C VI 2SE5 372485, BTSSR O 74 ¢l

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

THiNHHETHRET DREZAL i 2%a0%n, I
Dz, kO HtJJ' LT, QRSO TH D
& “'9“ A Hhi S OB LS5

Antzeleviteh 1% ] KO
rmmﬁlm/y%ﬁ&mi
7>b\v ' g RS

f.x! I A ‘H./J‘ 5 J-ST L5 75:.‘33
L., ')J BALOWE S D &0 HHRAEN &

cY oY b
Vo~ LA &9 A phase 2

Reentry IRl TH 5.

B3 1R & ISEIERE 1M v F RO

<o D AIRELGE TR/ S vz,
TP 2 5 ML~

WD%Lkh it

4

TlWERTA. mlm/v%mﬁku
PESTET B B DL E T A 7 RAARY S I M N
§-4-61

—587—



AU, JEEEROBRZEOLERICEMT S, 85
281 4‘11/ v FAHERT B L, LAHBERLL O —Ef
7 R4S A loss of dome OIRHE &

). IR 01E 5D & A5 phase 2 Reentry A%
BEUBHEESND. ZTH LB LM/ 7*?0)1’53"“}(('1
BRI b B0 4 A VB4 &8
}"‘N)W“)C’? i]fﬁj% (flﬁ)(ﬂi/}fl BEL T3 2*23)

Wﬂ% i
gM@ﬁﬁWﬁ%W&wﬁm#@T.%Wm ke
FADWT VW,
7. JIEERE - SHEOBEERREOR

)X 75\

' &L, W0 ] WOREAERE - LR
BEEEZ ONAREHNE, ROAABIBMBIZ (ICD)
AW & BY. BRI VE R0 K3 AR
Brugada fEfERE L FIERIC A 70 F L J — VO
RS VE ISR Ch B, —T5, BUWIZE, U
FHa4y, RSMWNI N, TIFFarhs a\’FJfD
HHCIEBRER 2R LA 25 3w, B
R ETHAED, o OPREREDS ﬁ%
FICBIT 28R EIZ LA, F=V VIZEEICVE
U FPIT2Y. 2ok RIEWFHIITOWTD
WFEd i, SREAOBMOBLEL 2B, T
LHBITIED HH VE 25 &8 2 OB
HF—=FNTTL—=varbEabhTwna"

=77, FERD % T WEREGENE - B oM

TR 2o dR A, PN ICD fAMIZIFE A
ERWVEEZ LIS, JE5EME VE & B ERAD
10 A 3 ATREEICRAET B A%, J W% H‘ 9 Bl (Dﬁ‘
1 AACLIABEEZZOATWEY. kK%
®$WmﬁMJ&@%“t®Hﬁ;@< th
THBIZZERIED ) A 7 5T RETE R,
FK) AT FHIOFENREFE - T WEBIRE ST
MR T Y T - RS EE L
MORE R RO RIEEIFRT 254, BR
BB LT EH O ICD fAA bERBINS
ZERERBTHAES,

S-4-62

0. Brugada fEf&#

1. Brugada SEEEEBEER

Burgada REFEMIL, 1992 412 Brugada W38 5 2%

W7 ay v, EENSAENETSED ST FH %

FL, ﬁ*O/IL\Ué"éfft"}\K't &P BRI LCads
LY, SRHUKE SEORCIREESND L )ik
7z, Brugada!mi&&%“ﬂiﬁﬁ% SRR WTIE, 1999
4EIZ Yan & Antzelevitch D96 S0 IS O F
BB OEALH S ST LA, LERERIFEAT S
& L 7o ’fﬁ'?ﬁiﬁ%’?‘iﬁé"’% L™, BB A (5
l“.x?‘rf RTFILE , BABEFEH»S ST l:%f?f‘f)‘
LA *ﬁ‘&;ﬁi&%%%”i ERICE R &

ix {Ui,‘l FIAAHEICHEEL, UL TERAI LI
TEY. TOMFEIRBIRGEECES LT b EH
ZHNB LI TELM?, Brugada 53
DFSCTT TR RBF & WO O %5

HELTWAWHEEEZBRTWAEY, ZOETIETES
FREE, BRSO A S Brugada JEEEOE
SUEHEE TN, BRI R PR & OB
WS 5
2. BOEEROHEE

Brugada fEfEREE, AU ED ST LB
e L, LEREIRSSAEENC ST LAOMMD
AOEND T EMND, RNERBEEL ST EAEEREC
BT B EbhdhoTWwWhA. ST LHIERR MM, 38
HIP, B, geEk. AR EEEEROZL
UL W ENCER L, 7o HEEH TR
% coved BUKEA 6 IE ‘?‘?’?’ L NERWE E TEY
BIELHBT. ZOLHIETAFI s nEiE
Ry &b, ST EAZODL OEBSHEE LD
b, BEMRER R EOBE TR LY TV
HomBERoOTREI B L EZ BN,

4 RATELO AR A M L7 38R 8 58 Bruga-
da FEMEREE 7 LTI, Na BIFEEY, K™F v 2 VB
CIEY, Ca® 9 v 2 VB 2 L2 v, HBE
55 1 MR PN & B oMy, fHE S BiRob
&y, I L LM ) v R R,

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

—b88—



Transmural ECG and AP of RVOT tissue

coh

Large Phase 1 Notch

i

| APD: Epi > Endo

Epi \
P
— .
- { )
[ :
. 1
Mid- ; ':
o ‘L._.,
o i o
™~ 7
End | \\t;
. ¢

W ST elevation

Negative T

55 Brugadafﬂa&ﬁ%rlb’(@am&/ﬁﬁb EREDIE S D% EBAL =

MBS PR T AT

DI

bk

BBAIEIE % spike and dome BN R A%, 4 1M
Sy FHMAT B L, A E Ca¥ B OWEHEILA
M, i}'f—‘) Zﬂéfﬁlgfkg e F— A 75&’”3’&4 L. i8R
fRIZERT 5. OB EIOIME0H TA
AL, DABWGTG CREALD N S vz BRI
EEEMBEHOESDEEL S (F5)2, i&H)
BALE 1T v F O 720 LML O BALAS
W DAY S ORI BNARIET S, 6B
2 FIA S 8 3HNT AT TIE, DML A & W
F—X%f L, HERVENEEST L0, (LHHR
W2 5 LAEMAOBMGED AL L, EFOIRE L

(g

P

BET 2P, QMR A ; %1 H
IS LT J-ST LB, fi‘a")'f‘ﬂ%)‘b ARl e a i

LTI@H T W% L, Consensus Report® T
ANz typel ® Brugada BLOBEHERZE LB
I R A8 VL P IBEAR O i 0 YR B TR o SR X,
T F WA & B BRI B o R ER L B IR P
AL A l‘V%'V”G»JZé"" S
Twa (Fe)= ¥
LR OD(SI}J
AL, FWH /J‘MZ it
AN S A,

7

N RRER TR
T
174 5% &
81D S 2 f

LML v 5958 610
. Ca” B iR
T TN EE

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

—58

SST L Btk Tk BKT 5.

(e 22) & 05 IHSE)

WA T BT T, B 2 F— 204

% 7= L, loss of dome BOFHYEM B2 EL S,
DOEALIL ARG IR S 597 BTy

'f"ﬂiﬁ 7%, EIVEM KO Vv spike and dome

TG & IETHRAEO X b T loss of dome #

WIEARAE L, @%LMU%Wffwﬂmwmib
ERELD. ZOOHBML R O3

T ERLAE 2 H1C loss of dome B BYTE A7 D ER1E L?rfr

Fo e PG R S5 B, BRREMY) 2 MY —Z D&

22830 1 oss of dome T @D

F (phase 2 reentry)"”
WD HRERCHMCHBT 2 &, O
TiE ST LFAAER L., WM T oAl - ik
MERONET. ZOLBEREBIEHRENICIE VE O
BB EN YA = FRGRICER SN AL Z LD
D, OB LEEY, bitbiid Consensus
Report @ type 1~3 WIZIA. type 0K E LT
L7 (coved B ST EAZ2mm 22, B¥ET
W<1mm, @7, EWEF L CRIGHBMOLE
LA ORI L 5 95, /C\?HL{N G B
VLG O

F;z
MBFTAFI v 7 I0EhE L&

WEHEMOE S D EPEULRT %Y, phase 2 re-
entry 7958445 (M7, 8). BfioEsoxik A
54-63

9_



, , ECG (V3) J
Conus branch (Epi) ,

Filter : 30~300 Hz \
RVOT-Epi delayed potential

(o
RVOT-Endo JT

Filter : 0.05~300 Hz Local QT
433 msae

RVOT-Epi

RVOT-Endo 380 msec

200 msec

6 TWEMRLY S L LDIHEMSA
W, A AL R R o I Oy Fia-
DI D . C3oiik 33) & H B HME)

F LI HBL L
WER QT ) O R

PVC
phase 2 reentry

type O type 1 type 27 normal

LI

Exp.ECG

CEPI

APD ]Em << Endo§ Epn Endo | Epi < Endo Epi < Endo AP helerogeneity i

w%wwwfdw

7 Brugada &“ib%ﬂméﬁﬁ t Méﬁ

L LMy *'f*iiil\’é <, 5’1 & "H) H 14 7‘:/;‘\:\, ,Ls%ll“ ﬁ" it
Rad T Wikl - kT B, WHEMOELOEPEL S L
3“»6 (301 36) X » B L)

ph(me 2reentry /J”'“

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

—590—



SRASERAE ORI & D B A LR T
SRS AT BT, LB (VT) - VE 558k L7
AR CIIFB A OZACOTEE - 1E 5D &AL,
BRI OER Y 4 TOEEERLNSE. — .
VT/VE 23888 Uedp o 7o il GBI 0L R
. EboEH4EL, LEROY A TEEHL 24

BB LrAbNRd ok, TOLHICERETV

Tk, GBS A T OEBL ORI O 5B E
BOBIEEL, Yy by —HRIEIRO R 2
54502 00RETH - 22"
3. BOBEEOMKRATR

@%%?w#% LR Y 4 7 OB

BRI AREMEARIB S 28, BERMIC b AE
%ﬁ&%ﬁ D BEYEAS W Dl S
%. Makimoto &t 93 #10 Brugada SRR EE O
55 Ly FIVARRBRES ST LAIMmT %
FICHEE L, 8BGO ST EEBITRBERBIE I
VEARY MBSV EERLEY. 2oMil. #HiE
BRERIZ X B ST LBOHME 1 X FOFED, L
mﬂ¢47®ﬂﬁwmkVF~mDW%&®wﬁ
PR EBWHEENT VA,
bivbhid, HEHOBEBREFTVORKEDLSL, OF
By A7 -STUNIWORRECHEE L, Fhe
DOBIEPEC D WTHE L2, VE B 41 1, Jesig
1) 33 010D S & B 22 e BRI s 4 S T
WAHH, FRANRERE SBRERMoboRE
%@xst*T%u®&é%mmmmL Mm%@
e ma L. £08B-Y 1 700 B&ﬁ'ﬁi(}“ﬁ”f
THOEE), ST Lwvosh 02mVEE) %
m%ﬁkLt.b“@&ffwnmﬂ~3umﬂ
type 0 BLCIER-LEME L (7). VERITIE
DER S A 7TOEIE 7% H S8, MEFEFS)
T 44%ICEEFE 72 T2 ST LV OEHHIX
VE BT 9% DB TH o oD H L, sl
iw%m&ﬁwuc%e%'mWomwwd%
IFE L2V OO VE i Tt 18% 0 fl Ttk

t o 7oA, BREEVED S 1AL LR L el
ZRALNR P 7. HHEOCERBERE VE Lo

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

PWRATT 2 &, Dtype 0WIEOWMH, @
O EFEAL, GSTV XVEBARAL L 72 5 b
B & o 7o I 7 type 1 A5 type 0 Ok

W= ST RO IEHEALE, GER Y 4 7 0%
O 7% T H malignant type DEBHE#HEZ TL v &

Bbhhd, ZOXHLBRHOEINIALY R );m';
EREL, EHEMOESOEERTIOLE
ns.

4. ROBEE & TR

Brugada JEFERE WA OME TS, L -i‘b X1
BeETay 7, HGH7Tay 7 Ribe
HV EEEAA SN S & 3NV, Jﬂxﬁr i '?x{‘f;s 7b>(f {r

ZEPHBNTWe, O LINEPE.LE
i \1’_7)\&5,],‘4, L 7\.‘ f’ﬂ 1/ )@438}, ’L‘Fﬁjl‘:‘ r:% (%,‘“
BeIE) R M EDHRABADRAZ R ETD
FREDMIR E, Brugada FEREREIC B B Eagis s
HRHRPLTENRTERL, PREEEELS S
ko T&Tz. Takagl H i -IVE RSB W
T, @Y X7 PITIE QRSIEAEER T 5 2 L, Vobs
LUV, QRS IROIEE (290 msec) ASE I T

A O VE Sed & BT 5 2 & R i LY.
FBEOFT RLIE Brugada HIC X o Thilir s h, 1k
5 QRS=120 msec #5227 & LTwa™, i
BWEIOERIC & BBEERA L Thkeda HAVFH L
OB R WG LY, Nagase & A7 S0 EL74
Lk weRLE (H
X AWREICIBIER M & ST
SRR O TR
L. m»?E["l(Ldfﬂi‘J/f\*‘éHf
“Jﬂ zﬂﬂ BB

NBEAE £ 055 b2 R HE 1’.\.‘..#'(1"(}
6)". RN

{

(}iL\J &ﬂﬁ(/)‘f.ﬁi*‘%jiL L7 )/{ 72
DEALTHPTE B & L"), L?b‘ -I‘f‘T‘/MTFﬁé
WD &y B LHHEM LA (/’)Mf“ﬁ“ﬁi.ﬁ‘% LR
SO b B, J-ST qu&@w
FEfbdsHsN5E (F9) T ehs %‘)22““‘. it
DA E LBl ) a2 2FEx oAb £
7z, Aiba bHIEEE TV E v, {5H AR

S-4-65

—591—



type.0 + PVC

type 0/1 + VT

type 1

ECG

y
rm j\g’

EPI1

SO N L W G

type 1

8

DABRIESEM S DEROZE{L
o4 AR 55 B TR AT A% loss of dome 2>
spike and dome V1LY 5 & ¥, {HBHE
EOIXHDEMRI Y, LEFEHHELEL

7. DHERD type 0 005 type Il ~NZEALL
JEREE TWah,
1,000 {msec)

(¢]

UScik 36) & b BIHIWE)

BELBEREREED P K — T, (FEEEE)
VE NORAT - Ft e §| SR T HREAIC LD EE L
e

Brugada JEBHE TR OMER ¢ & 23 FEICD
WTIEHWL OO EITA SIS, Brugada fE
DOBETERI N BROBLEMEL T 5
ANELT, COBROBRSIEEBBEME 0B
WABNOILL LAY Wz, HERBEL &R
Kb, F0mERTRDIENCHMEL B
7O RN B SRS & OWE DL HHHY, —HT
SR MRSERN 2BV ETAREbADR
5. MRESENLHEERALNE LD, VEH
TRIEA b L ARSI HE SN TEY, B
BROEPE > TWEAEEMDL H 5", Coro-
nel HIEFHCRIM U 72 Brugada At B850 Ll
W DERAEBSNHRED L MRS R A % 17T
Wy, OEERHEL - TRIGEE A S e B B
BREL, MEEEL X232 L2HELLT. Na-
demanee 5 3 Brugada fEBTRE 4 S0 IO
PETE CREM R SRMBE SIS S A L h
b, FEMOT7T 7 Vv—Ya vy 2o/ 25 VE %
EORWPRL OERIOERLEELY. oz Ldb
A5 U OB 0 Lo B S S MR S - T 45

5

S-4-66

BEF 2 ETHEEL o TWE EEZ LILL.
5. HLUVWBESBEE DIEE : fragmented QRS
WEBWT LI ENTE LY, FHEEEND LB
BR < vk BOBE S YT, BURRIRIE L i b A5,
Das & 12 ORI it 72 & o0 O B 22373
LvOEE BB RE & L T fragemented QRS (fQRS)
FIIB LY. ZhE QRS IBOGH, Sk &T
EFREN, RIMEECERER DHREDBET - FHREHM
W3 5. Brugada SEBEEETYH 12 FELER 2 F
CEET S L, QRS XMMICEMNE R kDD
TEBBY, LHEEOERLEZONS.
bbb, Brugada SEBEREESE 115 #T QRS
R A B OFE 2 A 72", Brugada i
PEBERE T QRS 12 43% 2 bz, & Y b VF
% (85%) IS, MO HDEHTILE0%, M
SEEB T 35% 2 Sz, fQRS Btk VE - 4
MEECIE, BB 58% 0 VF 42 RO 7
23, QRS BHEMTIE VE HEAEZ 6% DA TH o 72
(F10)". fQRS WM LB TOREEN &
A AT S I o 72, SEBRRAG IV S5O
P OEERIE % M § 5 & & T QRS BB
B s (M9), Brugada MR ClIREREH R
BIRFEEICRE R BEE RIZT b o7z &R,
WAL 5 7 ORI (PRELUDE

JPN. J. ELECTROCARDIOLOGY Vol. 32 SUPPL. 4 2012

—592—



