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Abstract
In Caucasian, several studies have identified some common variants associated with human stature
variation. However, no such study was performed in Chinese, which is the largest population in the
world and evidently differs from Caucasian in genetic background. To identify common or ethnic
specific genes for stature in Chinese, an initial GWAS and follow-up replication study were
performed. Our initial GWAS study found that a group of 13 contiguous SNPs, which span a region
of ∼150 kb containing two neighboring genes, zinc finger protein (ZNP) 510 and ZNP782, achieved
strong signals for association with stature, with P values ranging from 9.71 × 10−5 to 3.11 × 10−6.
After false discovery rate correction for multiple testing, 9 of the 13 SNPs remain significant (FDR
q = 0.036–0.046). The follow-up replication study in an independent 2,953 unrelated southern
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Chinese confirmed the association of rs10816533 with stature (P = 0.029). All the13 SNPs were in
consistently strong linkage disequilibrium (D′ > 0.99) and formed a single perfect haplotype block.
The minor allele frequencies for the 13 contiguous SNPs have evidently ethnic difference, which
range from 0.21 to 0.33 in Chinese but have as low as ∼0.017 reported in dbSNP database in
Caucasian. The present results suggest that the genomic region containing the ZNP510 and ZNP782
genes is an ethnic specific locus associated with stature variation in Chinese.

Introduction
Human stature has long been recognized as an index of physical growth and development.
Final stature is closely associated with the earlier bone growth and differentiation. In gene
mapping for bone disorders, human stature is often used as an important covariate. Genetic
analyses for bone diseases may lead to false-positive results if genetic determination of human
statue is not appropriately identified and adjusted for (Goring and Terwilliger 2000).
Understanding the biological process and genetic determination of stature will provide insights
into human development and growth and the genetic architecture of other human complex
traits/diseases in general.

Stature is under strong genetic influence, with heritability generally above 0.75 (Carmichael
and McGue 1995; Luo et al. 1998; Phillips and Matheny 1990). We identified a high heritability
of 0.65 by segregation analyses on a Chinese sample of 1,169 informative individuals from
385 nuclear families (Li et al. 2004). In Caucasian, extensive genetic studies via candidate gene
association analyses and whole genome linkage scans were performed to identify genes
contributing to the variation of human stature (Deng et al. 2002; Hirschhorn et al. 2001;Liu et
al. 2006a; Liu et al. 2004, 2006b; Mukhopadhyay et al. 2003; Perola et al. 2001; Wiltshire et
al. 2002; Wu et al. 2003; Xu et al. 2002). Recent developing microarray technology of SNP
genotyping provides powerful tool for genome-wide association scan (GWAS) studies to
rapidly and systematically identify/confirm functional loci underlying human stature variation.
In Caucasian, several GWAS studies have identified some common variants associated with
human stature variation (Gudbjartsson et al. 2008; Lettre et al. 2008; Sanna et al. 2008; Weedon
et al. 2007, 2008). However, in Chinese, which is the largest population in the world, and
apparently differs from Caucasian in ethnic genetic background, no such GWAS study on
stature was performed to dissect the genetic basis of stature at the genome-wide scale, or to
compare the results for finding ethnic specific genes.

Here, we performed an initial WGAS study in 618 unrelated Chinese subjects, using high
density Affymetrix 500 K SNP arrays examining ∼500,000 SNPs genome-wide, and the
follow-up replication study in an independent 2,953 unrelated southern Chinese. The results
suggest a genomic region containing ZNP510 and ZNP782 specifically important to stature in
Chinese.

Materials and methods
Samples

The study was approved by the necessary Institutional Review Board or Research
Administration of the involved institutions. All study volunteers signed the informed-consent
forms before they entered the project.

GWAS sample (Northern Chinese)
A total of 618 Han adult unrelated subjects were recruited from the Xi'an City and its
surrounding areas in northern China. The stature for each subject was measured using a
stadiometer.
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Replication study sample (Sothern Chinese)
Totally, 2,953 healthy unrelated adult subjects including 1,517 females and 1,436 males were
recruited from Chinese Han adults living in Changsha, Hunan province, which is more than
1,000 km from Xi'an where the northern Chinese sample was recruited. The basic
characteristics of the study samples were given in Table 1.

Genotyping
For GWAS sample

Genomic DNA was extracted from whole human blood using a commercial isolation kit
(Gentra systems, Minneapolis, MN, USA) according to the protocols of the kit. For each
sample, genotyping with GeneChip® Human Mapping 500 K set containing 250 K Nsp array
and 250 K Sty array (Affymetrix, Santa Clara, CA, USA) was performed using the standardized
protocols recommended by the manufacturer. Briefly, for each array, 250 ng of DNA was
digested with restriction enzyme (NspI or StyI) and ligated to adapters. A single PCR primer
that recognizes the adapter sequence was used to amplify the ligated product. The amplified
DNA (200–1,100 bp) was fragmentized into approximately 50 bp size, then labeled with biotin
and hybridized to the arrays. After 16–18 h of hybridization, the arrays were washed with Wash
Buffer A (6 × SSPE, 0.1% Tween 20) and Wash Buffer B (0.6 × SSPE, 0.1% Tween 20), in
turn, on an Affymetrix Fluidics Station FS450. Then they were stained subsequently with the
Streptavidin Phycoerythrin (SAPE, 10 μg/ml) and Anti-streptavidin antibody. The stained
arrays were scanned with an Affymetrix GeneChip® 3000 7G scanner at 0.7 μm solution. SNPs
genotypes from the scanned images were extracted using GCOS and GTYPE software
(Affymetrix).

Quality control procedures were as follows. First, only samples with a minimum of 95% call
rate were included. The final mean BRLMM call rate of the entire sample reached a high level
of 99.02%. Second, out of the initial full-set of 500,568 SNPs, we discarded: (1) SNPs with a
call rate <90% in both cases and controls (n = 54,845); (2) those deviating from Hardy–
Weinberg equilibrium (HWE) in controls (P < 0.001, n = 22,002); and; (3) those having a
minor allele frequency (MAF) < 0.05 in the total sample (n = 142,188). Therefore, 281,533
SNPs were available for the subsequent analyses.

For replication study sample
SNP genotyping in this sample was carried out with Mass-ARRAY system (Sequenom, San
Diego, CA, USA) using matrix-assisted laser desorption ionization time-of-flight (MALDI-
TOF) mass spectrometry (Braun et al. 2003) for separation and detection. The entire process
has been designed for complete automation including assay design, PCR setup, post-PCR
treatment, nanoliter transfer of diagnostic products onto silicon chips, serial reading of chip
positions in the mass spectrometer, and final analytical interpretation. The SNP genotyping
success rate was 97% and the duplicate concordance rate was 99%.

Statistical analysis
GWAS analysis

Because gender and age are two significant covariates associated with stature, they were used
to adjust the raw stature in subsequent analyses. HelixTree 5.3.1 (Golden Helix, Bozeman,
MT, USA) performed two types of association analyses (genotypic association analyses and
haplotype association analyses). Genotypic association analyses compared the difference of
mean stature values among three genotypic groups for each SNP. Haplotype association or
block association analyses compared the mean stature values among different haplotype groups
formed by a group of SNPs.
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Haplotype analysis
Haploview software (Barrett et al. 2005) (available at
http:// www.broad.mit.edu/mpg/haploview/) was used to analyze the linkage disequilibrium
(LD) [standardized D′ (D/Dmax)] patterns of the interesting SNPs and to plot the haplotype
block map.

Multiple testing correction
We used the QVALUE software (http://genomine.org/qvalue/) (Storey and Tibshirani 2003)
to calculate false discovery rate (FDR)-based q values to measure the statistical significance
at the genomewide level for the association results. The cutoff for significant association at the
genome-wide level was set at FDR q value <0.05. We did not use Bonferroni correction for
overly conservation for multiple testing adjustment in a GWAS study, since it does not take
into account the intrinsic correlations between a large number of tests, which is caused by the
extensive LD among SNP markers genomewide.

Population stratification
To detect potential population stratification that may lead to spurious association results, we
used STRUCTURE 2.2 program (http://pritch.bsd.uchicago.edu/software.html) to investigate
the potential substructure of our sample. The program uses a Markov chain Monte Carlo
(MCMC) algorithm to cluster individuals into different cryptic sub-populations on the basis
of multi-locus genotype data (Pritchard et al. 2000). We performed the analysis assuming the
number of population strata k = 2, and using a set of 1,000 un-linked markers randomly selected
genomewide. EIGENSTRAT (Price et al. 2006) was employed to perform principal component
analysis to correct for stratification in genome-wide association studies. We used ∼280,000
SNPs to calculate the principal components and the ten default main eigenvectors were used
in the association analysis with the EIGENSTRAT program.

Genotype imputation
Different genotyping platforms were used in our current and previous GWAS studies for
stature. To compare the associations at the same SNPs, we impute genotypes for ∼2,500,000
HapMap SNPs in our GWAS sample upon a set of known haplotypes and an estimated fine-
scale recombination map using a program IMPUTE (Marchini et al. 2007). The imputed
genotype for each SNP is expressed as genotype probability. Association analysis was
performed between the imputed SNPs (genotype dosage score) and stature using sex and age
as covariates using a program called SNPTEST(Marchini et al. 2007).

Functional prediction
In order to analyze and predict the potential functions of the interesting SNPs, we utilized the
FASTSNP program (http://fastsnp.ibms.sinica.edu.tw) to analyze SNP functions based on up-
to-date information extracted from 11 external bioinformatic databases at query time (Yuan et
al. 2006).

Results
Initial GWAS study

From a quantile–quantile (Q–Q) plot for the distribution of P values involving ∼280,000
eligible SNPs in our sample (Fig. 1), the observed P values matched the expected P values
over the range of 1 < −log10(P) < 4.0, but departed at the extreme tail [−log10(P) > 4.0]. This
suggests that the associations identified are likely due to true variants rather than potential
biases such as genotyping error.

Lei et al. Page 5

Hum Genet. Author manuscript; available in PMC 2009 August 23.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

http://www.broad.mit.edu/mpg/haploview/
http://genomine.org/qvalue/
http://pritch.bsd.uchicago.edu/software.html
http://fastsnp.ibms.sinica.edu.tw


We identified 5 genes that contained SNPs significantly associated with stature at genomewide
level (q value < 0.05) (Table 2). In particular, a group of 13 contiguous SNPs, which span a
region of ∼150 kb containing two neighboring genes (zinc finger protein (ZNP) 510 and
ZNP782), achieved strong association signals for stature, with P values ranging from 9.71 ×
10−5 to 3.11 × 10−6 (Table 3). Nine of the 13 SNPs (rs10978781, rs10816533, rs35334289,
rs10978953, rs10117921, rs10118617, rs10119556, rs7859940, and rs10124033) remain
significant at the genomewide significance threshold (FDR q < 0.05). The MAFs for the 13
contiguous SNPs have evidently ethnic difference, which range from 0.21 to 0.33 in Chinese
but have as low as ∼0.017 reported in dbSNP database in Caucasian.

Figure 2 shows the LD pattern and the haplotype block structure for the SNPs in the region of
ZNP 510 and ZNP782 genes. These SNPs were in consistently strong LD (D′ > 0.99) and
formed a single perfect haplotype block (i.e., Block 1 in Fig. 2). The haplotype in this block
was still significantly associated with stature (P = 1.01 × 10−3). Analyses using FASTSNP
program (Yuan et al. 2006) suggest that rs35334289 of the ZNP510 gene and rs7859940 of
the ZNP782 gene are located as potential transcription factor binding sites. The rs10978953 in
the promoter region of ZNP782 may be a potential regulatory factor for the expression of this
gene.

We used the STRUCTURE program (Pritchard et al. 2000) to cluster 618 subjects based on
1,000 or 10,000 SNPs randomly selected genomewide to test the potential population
stratification of our sample. According to the results generated by the program, all the subjects
were clustered together as a single group by 1,000 or 10,000 SNPs, suggesting no detectable
population stratification in our sample. The analyses by EIGENSTRAT confirmed,
qualitatively, our main results presented above and consequently, results of the EIGENSTRAT
analyses are not detailed here. The “inflation factor” λ calculated by Genomic Control (Devlin
and Roeder 1999) is 1.02, indicating that potential population stratification in this
homogeneous Chinese population is very minimal.

Replication study
The most significant SNP (rs10816533) in the SNP group is located in intron 1 of ZNP10 gene.
In the follow-up replication study, the rs10816533 was significantly (P = 0.029) associated
with stature in 2,953 unrelated southern Chinese subjects. The subjects with homozygous GG
had higher stature (4.26 cm) than those with homozygous CC (Fig. 3). Fisher's combined P
analyses (Fisher and Miles 2008), which combined the P values from association tests in the
study populations, showed that rs10816533 has more strong association signal (P = 1.55 ×
10−6).

Comparison of the current study to the published GWAS studies
Table 4 lists 44 significant or suggestive association SNPs identified in previous GWAS studies
in Caucasian and the corresponding association results in present study. Among these SNPs,
we impute genotypes for 19 SNPs, which are not included in Affymetrix 500 K SNP Array. If
the direction of association effect is the same between the previous GWAS studies and current
study, a significant replication threshold can be set at P = 0.1. Even in this situation, only six
SNPs were replicated their associations, and most of SNP associations identified in previous
GWAS studies in Caucasian are unable to be confirmed by the current GWAS results in
Chinese. Moreover, the MAFs reported from the dbSNP public database
(http://www.ncbi.nlm.nih.gov/SNP/) for most of these SNPs are evidently different;
particularly, the alleles with minor frequency for six SNPs (e.g., rs10946808, rs4794665) are
different between Caucasian and Chinese. Collectively, these observations seem to suggest
there are ethnic specific loci regulating variation of stature.
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Discussion
ZNP510 and ZNP782 are two newly identified genes with unclear functions. However, ZNPs
are one of the largest families of transcription regulators in humans and play very important
roles in a variety of processes associated with skeletal development (Ganss and Jheon 2004).
ZNPs are extensively expressed in osteoblasts and chondrocytes. ZNPs by binding to DNA
zinc finger motifs regulate transcription processes associated with skeletal development (Ganss
and Jheon, 2004). Mutations in ZNPs can cause abnormal stature or skeletal abnormalities
(Momeni et al. 2000; Mundlos et al. 1997). For example, mutations of the RUNX2 (Runt-
related transcription factor 2) gene, a well-known ZNP, may cause cleidocranial dysplasia
characterized by short stature and other anomalies in skeletal growth and development
(Mundlos et al. 1997).

In Caucasian, extensive genetic studies using GWLS (Deng et al. 2002; Hirschhorn et al.
2001; Liu et al. 2006a, b, 2004; Mukhopadhyay et al. 2003; Perola et al. 2001; Phillips and
Matheny 1990; Wiltshire et al. 2002; Wu et al. 2003; Xu et al. 2002) or GWAS (Gudbjartsson
et al. 2008; Lettre et al. 2008; Sanna et al. 2008; Weedon et al. 2007, 2008) studies identified
quite a few chromosomal regions potentially harboring genes underlying variation of human
stature, or some common variants associated with human stature variation. However, in
Chinese, genetics studies on stature still remain a largely uncharted territory. Currently, only
a segregation analysis study was performed for stature in Chinese, which suggested a high
heritability (Li et al. 2004). The present GWAS for stature in Chinese provided interesting
genes for future detailed functional characterization.

The present study along with other genetic studies on stature suggests that there are ethnic
specific loci regulating variation of stature. Direct evidences may come from: First, the MAFs
for a cluster of SNPs significantly associated with stature in the present study have evidently
ethnic difference between in Chinese and in Caucasian; Second, most of loci identified in
previous GWAS studies in Caucasian (Gudbjartsson et al. 2008; Lettre et al. 2008; Sanna et
al. 2008; Weedon et al. 2007, 2008) do not overlap their associations in Chinese. Moreover,
the MAFs reported from the dbSNP public database (http://www.ncbi.nlm.nih.gov/SNP/) for
most of these SNPs are evidently different; particularly, the alleles with minor frequency for
six SNPs (e.g., rs10946808, rs4794665) are different between Caucasian and Chinese; Third,
most of the linkage regions identified in previous GWLS studies can not be confirmed by the
present association results. On the other hand, indirect evidences may also support this. It is
well-known that the stature in Caucasian is apparently higher than in Chinese, probably
suggesting a different genetic background to determinate stature. Some phenotypes (such as
bone) closely related to stature are clearly under ethnic-specific genetic determination
(Dvornyk et al. 2005; Dvornyk et al. 2003; Lei et al. 2006, 2003). For example, five candidate
genes (Dvornyk et al. 2005) were tested for their contribution of ethnicity to bone mineral
density variation in Caucasian and Chinese. The frequencies and distribution patterns of SNPs
of some prominent bone candidate genes were different between Caucasian and Chinese (Lei
et al. 2003), The above observed inconsistencies between the two ethnic populations may be
partially attributed to ethnic difference in genetic background that may play an important role
in genetic determination of stature.

It is well recognized that population stratification may yield spurious association results.
Therefore, potential population stratification should be rigorously tested and excluded in the
sample for association analyses. Using the STRUCTURE program (Pritchard et al. 2000) to
analyze our sample, all the subjects were clustered into a single group, suggesting no significant
population stratification in our sample. Therefore, our association results are unlikely to be
plagued by spurious associations due to population stratification and thus robust.
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Using a threshold P = 0.05, the statistical power in a sample size of 618, estimated by the
software Genetic Power Calculator
(http://pngu.mgh.harvard.edu/∼purcell/gpc/qtlassoc.html), is less than 50% for detecting a
gene that accounts for 0.3% of stature variation. (Most of the previously published loci
explained <0.3% of stature variation.). Therefore, the limited power in our GWAS study may
another possible reason for the failure of replicating most of previously identified height loci.
Another potential explanation, as discussed in the “Results”, for such failure is that some of
the previously identified loci may be population specific.

In conclusion, the present study reported the first GWAS for adult stature in Chinese population
which was often neglected by genetics community. The results of the present study suggest
that a region is significantly associated with stature and interethnic differentiation at some loci
may contribute to the interethnic difference in stature.

Acknowledgments
The study was partially supported by grants from Natural Science Foundation of China (30600364, 30470534, and
30230210). HWD was partially supported by grants from NIH (R01 AR050496-01, R21 AG027110, R01 AG026564,
and P50 AR055081) and the Dickson/Missouri endowment.

References
Barrett JC, Fry B, Maller J, Daly MJ. Haploview: analysis and visualization of LD and haplotype maps.

Bioinformatics 2005;21:263–265. [PubMed: 15297300]
Braun A, Roth R, McGinniss MJ. Technology challenges in screening single gene disorders. Eur J Pediatr

2003;162(Suppl 1):S13–S16. [PubMed: 14574571]
Carmichael CM, McGue M. A cross-sectional examination of height, weight, and body mass index in

adult twins. J Gerontol A Biol Sci Med Sci 1995;50:B237–B244. [PubMed: 7614237]
Deng HW, Xu FH, Liu YZ, Shen H, Deng H, Huang QY, Liu YJ, Conway T, Li JL, Davies KM, Recker

RR. A whole-genome linkage scan suggests several genomic regions potentially containing QTLs
underlying the variation of stature. Am J Med Genet 2002;113:29–39. [PubMed: 12400063]

Devlin B, Roeder K. Genomic control for association studies. Biometrics 1999;55:997–1004. [PubMed:
11315092]

Dvornyk V, Liu XH, Shen H, Lei SF, Zhao LJ, Huang QR, Qin YJ, Jiang DK, Long JR, Zhang YY, Gong
G, Recker RR, Deng HW. Differentiation of Caucasians and Chinese at bone mass candidate genes:
implication for ethnic difference of bone mass. Ann Hum Genet 2003;67:216–227. [PubMed:
12914574]

Dvornyk V, Liu PY, Long JR, Zhang YY, Lei SF, Recker RR, Deng HW. Contribution of genotype and
ethnicity to bone mineral density variation in Caucasians and Chinese: a test for five candidate genes
for bone mass. Chin Med J (Engl) 2005;118:1235–1244. [PubMed: 16117875]

Fisher KA, Miles R. Modeling the acoustic radiation force in microfluidic chambers. J Acoust Soc Am
2008;123:1862–1865. [PubMed: 18396995]

Ganss B, Jheon A. Zinc finger transcription factors in skeletal development. Crit Rev Oral Biol Med
2004;15:282–297. [PubMed: 15470266]

Goring HH, Terwilliger JD. Linkage analysis in the presence of errors III: marker loci and their map as
nuisance parameters. Am J Hum Genet 2000;66:1298–1309. [PubMed: 10731467]

Gudbjartsson DF, Walters GB, Thorleifsson G, Stefansson H, Halldorsson BV, Zusmanovich P, Sulem
P, Thorlacius S, Gylfason A, Steinberg S, Helgadottir A, Ingason A, Steinthorsdottir V, Olafsdottir
EJ, Olafsdottir GH, Jonsson T, Borch-Johnsen K, Hansen T, Andersen G, Jorgensen T, Pedersen O,
Aben KK, Witjes JA, Swinkels DW, Heijer MD, Franke B, Verbeek AL, Becker DM, Yanek LR,
Becker LC, Tryggvadottir L, Rafnar T, Gulcher J, Kiemeney LA, Kong A, Thorsteinsdottir U,
Stefansson K. Many sequence variants affecting diversity of adult human height. Nat Genet
2008;40:609–615. [PubMed: 18391951]

Lei et al. Page 8

Hum Genet. Author manuscript; available in PMC 2009 August 23.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

http://pngu.mgh.harvard.edu/%E2%88%BCpurcell/gpc/qtlassoc.html


Hirschhorn JN, Lindgren CM, Daly MJ, Kirby A, Schaffner SF, Burtt NP, Altshuler D, Parker A, Rioux
JD, Platko J, Gaudet D, Hudson TJ, Groop LC, Lander ES. Genomewide linkage analysis of stature
in multiple populations reveals several regions with evidence of linkage to adult height. Am J Hum
Genet 2001;69:106–116. [PubMed: 11410839]

Lei SF, Deng FY, Liu XH, Huang QR, Qin Y, Zhou Q, Jiang DK, Li YM, Mo XY, Liu MY, Chen XD,
Wu XS, Shen H, Dvornyk V, Zhao L, Recker RR, Deng HW. Polymorphisms of four bone mineral
density candidate genes in Chinese populations and comparison with other populations of different
ethnicity. J Bone Miner Metab 2003;21:34–42. [PubMed: 12491092]

Lei SF, Chen Y, Xiong DH, Li LM, Deng HW. Ethnic difference in osteoporosis-related phenotypes and
its potential underlying genetic determination. J Musculoskelet Neuronal Interact 2006;6:36–46.
[PubMed: 16675888]

Lettre G, Jackson AU, Gieger C, Schumacher FR, Berndt SI, Sanna S, Eyheramendy S, Voight BF, Butler
JL, Guiducci C, Illig T, Hackett R, Heid IM, Jacobs KB, Lyssenko V, Uda M, Boehnke M, Chanock
SJ, Groop LC, Hu FB, Isomaa B, Kraft P, Peltonen L, Salomaa V, Schlessinger D, Hunter DJ, Hayes
RB, Abecasis GR, Wichmann HE, Mohlke KL, Hirschhorn JN. Identification of ten loci associated
with height highlights new biological pathways in human growth. Nat Genet 2008;40:584–591.
[PubMed: 18391950]

Li MX, Liu PY, Li YM, Qin YJ, Liu YZ, Deng HW. A major gene model of adult height is suggested in
Chinese. J Hum Genet 2004;49:148–153. [PubMed: 14991526]

Liu YZ, Xu FH, Shen H, Liu YJ, Zhao LJ, Long JR, Zhang YY, Xiao P, Xiong DH, Dvornyk V, Li JL,
Conway T, Davies KM, Recker RR, Deng HW. Genetic dissection of human stature in a large sample
of multiplex pedigrees. Ann Hum Genet 2004;68:472–488. [PubMed: 15469424]

Liu YZ, Guo YF, Xiao P, Xiong DH, Zhao LJ, Shen H, Liu YJ, Dvornyk V, Long JR, Deng HY, Li JL,
Deng HW. Epistasis between loci on chromosomes 2 and 6 influences human height. J Clin
Endocrinol Metab 2006a;91:3821–3825. [PubMed: 16849413]

Liu YZ, Xiao P, Guo YF, Xiong DH, Zhao LJ, Shen H, Liu YJ, Dvornyk V, Long JR, Deng HY, Li JL,
Recker RR, Deng HW. Genetic linkage of human height is confirmed to 9q22 and Xq24. Hum Genet
2006b;119:295–304. [PubMed: 16446976]

Luo ZC, Bertsson-Wikland K, Karlberg J. Target height as predicted by parental heights in a population-
based study. Pediatr Res 1998;44:563–571. [PubMed: 9773847]

Marchini J, Howie B, Myers S, McVean G, Donnelly P. A new multipoint method for genome-wide
association studies by imputation of genotypes. Nat Genet 2007;39:906–913. [PubMed: 17572673]

Momeni P, Glockner G, Schmidt O, von HD, Albrecht B, Gillessen-Kaesbach G, Hennekam R, Meinecke
P, Zabel B, Rosenthal A, Horsthemke B, Ludecke HJ. Mutations in a new gene, encoding a zinc-
finger protein, cause tricho-rhino-phalangeal syndrome type I. Nat Genet 2000;24:71–74. [PubMed:
10615131]

Mukhopadhyay N, Finegold DN, Larson MG, Cupples LA, Myers RH, Weeks DE. A genome-wide scan
for loci affecting normal adult height in the Framingham Heart Study. Hum Hered 2003;55:191–201.
[PubMed: 14566097]

Mundlos S, Otto F, Mundlos C, Mulliken JB, Aylsworth AS, Albright S, Lindhout D, Cole WG, Henn
W, Knoll JH, Owen MJ, Mertelsmann R, Zabel BU, Olsen BR. Mutations involving the transcription
factor CBFA1 cause cleidocranial dysplasia. Cell 1997;89:773–779. [PubMed: 9182765]

Perola M, Ohman M, Hiekkalinna T, Leppavuori J, Pajukanta P, Wessman M, Koskenvuo M, Palotie A,
Lange K, Kaprio J, Peltonen L. Quantitative-trait-locus analysis of body-mass index and of stature,
by combined analysis of genome scans of five Finnish study groups. Am J Hum Genet 2001;69:117–
123. [PubMed: 11410840]

Phillips K, Matheny AP Jr. Quantitative genetic analysis of longitudinal trends in height: preliminary
results from the Louisville Twin Study. Acta Genet Med Gemellol (Roma) 1990;39:143–163.
[PubMed: 2239101]

Price AL, Patterson NJ, Plenge RM, Weinblatt ME, Shadick NA, Reich D. Principal components analysis
corrects for stratification in genome-wide association studies. Nat Genet 2006;38:904–909.
[PubMed: 16862161]

Pritchard JK, Stephens M, Donnelly P. Inference of population structure using multilocus genotype data.
Genetics 2000;155:945–959. [PubMed: 10835412]

Lei et al. Page 9

Hum Genet. Author manuscript; available in PMC 2009 August 23.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Sanna S, Jackson AU, Nagaraja R, Willer CJ, Chen WM, Bonnycastle LL, Shen H, Timpson N, Lettre
G, Usala G, Chines PS, Stringham HM, Scott LJ, Dei M, Lai S, Albai G, Crisponi L, Naitza S, Doheny
KF, Pugh EW, Ben-Shlomo Y, Ebrahim S, Lawlor DA, Bergman RN, Watanabe RM, Uda M,
Tuomilehto J, Coresh J, Hirschhorn JN, Shuldiner AR, Schlessinger D, Collins FS, Davey SG,
Boerwinkle E, Cao A, Boehnke M, Abecasis GR, Mohlke KL. Common variants in the GDF5-UQCC
region are associated with variation in human height. Nat Genet 2008;40:198–203. [PubMed:
18193045]

Storey JD, Tibshirani R. Statistical significance for genomewide studies. Proc Natl Acad Sci USA
2003;100:9440–9445. [PubMed: 12883005]

Weedon MN, Lettre G, Freathy RM, Lindgren CM, Voight BF, Perry JR, Elliott KS, Hackett R, Guiducci
C, Shields B, Zeggini E, Lango H, Lyssenko V, Timpson NJ, Burtt NP, Rayner NW, Saxena R, Ardlie
K, Tobias JH, Ness AR, Ring SM, Palmer CN, Morris AD, Peltonen L, Salomaa V, Davey SG, Groop
LC, Hattersley AT, McCarthy MI, Hirschhorn JN, Frayling TM. A common variant of HMGA2 is
associated with adult and childhood height in the general population. Nat Genet 2007;39:1245–1250.
[PubMed: 17767157]

Weedon MN, Lango H, Lindgren CM, Wallace C, Evans DM, Mangino M, Freathy RM, Perry JR, Stevens
S, Hall AS, Samani NJ, Shields B, Prokopenko I, Farrall M, Dominiczak A, Johnson T, Bergmann
S, Beckmann JS, Vollenweider P, Waterworth DM, Mooser V, Palmer CN, Morris AD, Ouwehand
WH, Zhao JH, Li S, Loos RJ, Barroso I, Deloukas P, Sandhu MS, Wheeler E, Soranzo N, Inouye M,
Wareham NJ, Caulfield M, Munroe PB, Hattersley AT, McCarthy MI, Frayling TM. Genome-wide
association analysis identifies 20 loci that influence adult height. Nat Genet 2008;40:575–583.
[PubMed: 18391952]

Wiltshire S, Frayling TM, Hattersley AT, Hitman GA, Walker M, Levy JC, O'Rahilly S, Groves CJ,
Menzel S, Cardon LR, McCarthy MI. Evidence for linkage of stature to chromosome 3p26 in a large
UK Family data set ascertained for type 2 diabetes. Am J Hum Genet 2002;70:543–546. [PubMed:
11753821]

Wu X, Cooper RS, Boerwinkle E, Turner ST, Hunt S, Myers R, Olshen RA, Curb D, Zhu X, Kan D,
Luke A. Combined analysis of genomewide scans for adult height: results from the NHLBI Family
Blood Pressure Program. Eur J Hum Genet 2003;11:271–274. [PubMed: 12673281]

Xu J, Bleecker ER, Jongepier H, Howard TD, Koppelman GH, Postma DS, Meyers DA. Major recessive
gene(s) with considerable residual polygenic effect regulating adult height: confirmation of
genomewide scan results for chromosomes 6, 9, and 12. Am J Hum Genet 2002;71:646–650.
[PubMed: 12119602]

Yuan HY, Chiou JJ, Tseng WH, Liu CH, Liu CK, Lin YJ, Wang HH, Yao A, Chen YT, Hsu CN.
FASTSNP: an always up-to-date and extendable service for SNP function analysis and prioritization.
Nucleic Acids Res 2006;34:W635–W641. [PubMed: 16845089]

Lei et al. Page 10

Hum Genet. Author manuscript; available in PMC 2009 August 23.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Fig. 1.
Quantile–quantile (Q–Q) plot for stature. From the Q–Q plot, the observed P values of stature
match the expected P values under the null distributions over the range of [1 < −log10(P) <
4.0] and an excess of low P values is observed above 4.0 of −log10(P) for stature
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Fig. 2.
Association signals of SNPs in the region of ZNP510 and ZNP782 genes. The Y axis is the
negative Log10 P value. The LD between two SNPs is standardized D′ (D/Dmax). Within the
block, the LD signal is very strong
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Fig. 3.
The distribution of stature in different genotype groups of rs10816533 in Chinese in GWAS
study [mean (SE)]
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