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Abstract

Background and Aims—Adiponectin is an adipose-secreted protein that has been linked to
changes in insulin sensitivity, high-density lipoprotein cholesterol levels, and inflammatory
patterns. Although fenofibrate therapy can raise adiponectin levels, treatment response is
heterogeneous and heritable, suggesting a role for genetic mediators. This is the first genome-wide
association study of fenofibrate effects on circulating adiponectin.

Methods and Results—Plasma adiponectin was measured in participants of the Genetics of
Lipid Lowering Drugs and Diet Network (n=793) before and after a 3-week daily treatment with
160 mg of fenofibrate. Associations between variants on the Affymetrix Genome-Wide Human
SNP Array 6.0 and adiponectin were assessed using mixed linear models, adjusted for age, sex,
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site, and family. We observed a statistically significant (P=5x1078) association between
rs2384207 in 12924, a region previously linked to several metabolic traits, and the fenofibrate-
induced change in circulating adiponectin. Additionally, our genome-wide analysis of baseline
adiponectin levels replicated the previously reported association with CDH13and suggested novel
associations with markers near the PCK1, ZBP1, TMEM18, and SCUBE1 genes. The findings
from the single marker tests were corroborated in gene-based analyses. Biological pathway
analyses suggested a borderline significant association between the EGF receptor signaling
pathway and baseline adiponectin levels.

Conclusions—We present preliminary evidence linking several biologically relevant genetic
variants to adiponectin levels at baseline and in response to fenofibrate therapy. Our findings
provide support for fine-mapping of the 12q24 region to investigate the shared biological
mechanisms underlying levels of circulating adiponectin and susceptibility to metabolic disease.

Introduction

Adiponectin is a protein secreted by the adipose tissue that has been linked to improved
insulin sensitivity, suppressed development of atherosclerosis, and altered inflammatory
patterns (1). Several pharmaceutical agents, including PPAR-a agonists such as fenofibrate,
have been proposed to target circulating adiponectin levels to prevent the onset and
progression of cardiovascular disease (2). However, changes in adiponectin in response to
fenofibrate therapy vary greatly between individuals, and the response trait is estimated to
have moderate to high heritability (h2=0.38- 0.55), suggesting a role for pharmacogenetic
determinants (3).

A linkage analysis from our group has identified 1p35.2 and 3928 genomic regions as
potential predictors of plasma adiponectin concentrations pre- and post-fenofibrate treatment
in metabolically healthy individuals (3). However, these linkage scans were performed
cross-sectionally and did not consider the change in adiponectin levels as an outcome
variable. To our knowledge, no association study to date has comprehensively investigated
genetic polymorphisms as potential predictors of adiponectin response to fenofibrate
therapy. Additionally, most published studies on fenofibrate response have been conducted
in individuals with impaired metabolic phenotypes, e.g. hypertriglyceridemia or central
obesity, which could mediate the underlying biological mechanisms and limit the
generalizability of the findings. In this study, we present the first genome-wide association
analysis of fenofibrate effects on plasma adiponectin in a population with a comparatively
low prevalence of dyslipidemia, as well as provide additional insights into the observed
associations using gene-based tests and biological pathway methods.

Methods

Study Population

The GOLDN study participants were recruited from the Minneapolis and Salt Lake City
sites of the National Heart, Lung, and Blood Institute Family Heart Study. The population,
which consisted of self-reported European American pedigrees with at least two siblings,
was described in detail in previous publications (4-6). Briefly, the purpose of the study was
to identify pharmacogenetic determinants of response to an intervention which included
daily treatment with 160 mg of micronized fenofibrate over the period of three weeks.
Exclusion criteria included abnormal liver enzyme or creatinine tests, fasting triglycerides <
1500 mg/dL, pregnancy, insulin therapy for diabetes, as well as history of liver, kidney,
pancreas, or gallbladder disease. All participants took fenofibrate solely for the purpose of
this investigation rather than for a pressing medical concern, and compliance was assessed
using pill counts at the end of the study as well as serum measurements of fenofibric acid;
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overall, 96% of participants were deemed compliant with the intervention. Participants were
instructed to stop the use of other lipid-lowering drugs for at least four weeks, to fast for at
least eight hours, and to abstain from alcohol for at least 24 hours prior to study visits.

The GOLDN study represents a uniquely appropriate population to study the genetic
determinants of fenofibrate response for the following reasons: 1) the interventional nature
of the study limits environmental heterogeneity, enhancing the power to detect genetic
signals; 2) the large sample size of the study yields >90% statistical power at the 0.05 alpha
level given an effect size as modest as 2%; 3) all participants were comprehensively
phenotyped and genotyped (see below), resulting in an unbiased approach for investigating a
variety of phenotypes, including changes in circulating adiponectin; and 4) the family-based
design limits the bias due to confounding by population stratification. The study protocol
was approved by Institutional Review Boards at the University of Minnesota, University of
Utah, and Tufts University/New England Medical Center.

Adiponectin Measurements

Genotyping

Plasma circulating adiponectin was measured at baseline and after fenofibrate treatment
using an ELISA kit from R&D Systems (Minneapolis, MN) (3). All samples were
centrifuged at 2000 x g for 15 minutes at 4 degrees C within 20 minutes of collection, stored
frozen at =70 degrees C, and analyzed at the same time for each participant to eliminate
inter-assay variability (5). The reliability coefficient was estimated at 0.95 based on a
comparison of 58 blind replicates embedded in study samples (3).

DNA extraction and purification as well as genotyping quality control have been described
in detail in previous GOLDN study publications (5,6). Briefly, genotyping was done using
Affymetrix Genome-Wide Human 6.0 array and genotypes were called using the Birdseed
algorithm for a total of 906,600 single nucleotide polymorphisms (SNPs) (5). Participants
with call rates <96% were removed from the analyses (n=16) (5). SNPs were removed from
the analysis if they were monomorphic (55,530), had a call rate <96% (82,462), exceeded
the previously defined thresholds for the number of families with Mendelian errors (9,592),
or failed the Hardy-Weinberg equilibrium test at the 1078 significance level (748) (5). After
further excluding markers with minor allele frequency (MAF) < 1%, missing strand
information, or discrepancies with the m/info file, untyped SNPs were imputed using
MACH software (Version 1.0.16, University of Michigan, Ann Arbor, MI) and the Human
Genome Build 36 as the reference (5). The final hybrid dataset included 2,543,887 SNPs, of
which 584,029 were initially genotyped in the GOLDN population using the Affymetrix 6.0
chip (5).

Statistical Methods

Participants were excluded from the analysis if they were missing information on
adiponectin levels or any of the relevant covariates, resulting in the final sample size of 793.
If any participants were missing genotype information at specific loci, they were also
excluded from the respective analyses. Phenotypes were defined as circulating adiponectin
levels at baseline as well as ratios of post-fenofibrate treatment/baseline concentrations. As
neither measure was normally distributed, they were subjected to log-transformations. A
sensitivity analysis was conducted using an alternative definition of the response outcome as
the difference in post-treatment and baseline adiponectin levels, adjusted for baseline values.
Confounding due to population stratification was assessed using principal component
analysis (EIGENSOFT 3.0, Harvard Medical School, Boston, MA) and found to be limited
in the GOLDN data (5). The first 10 principal components were retained and tested for
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association with the adiponectin outcomes; no statistically significant associations were
found and therefore the final models were not adjusted for ancestry.

Single SNP Genome-Wide Association Study—Linear mixed models were fit to
assess the relationship between the additive genotypes and both baseline and response
adiponectin outcomes (kinship package, R software, Vienna, Austria). The regression
models were adjusted for sex, age, and center as fixed effects, and phenotypic dependence
among family members as a function of their kinship as a random effect (5). Statistical
adjustment for family relatedness further minimized the threat of confounding due to
population substructure. Based on prior genome-wide association studies (GWAS) in
populations of European descent, the genome-wide significance level was set at 5x078 (7).
Deviations from the expected test statistic distribution were assessed using quantile-quantile
(Q-Q) plots (Supplemental Figures 1 and 2). Genomic inflation factors (A) were estimated at
1.14 (baseline) and 1.07 (fenofibrate response). The results were visualized using genome-
wide Manhattan plots.

Gene-Based Association Tests—To supplement the single SNP tests, we used the
VEGAS (Versatile Gene-Based Association Study) algorithm (8) to summarize evidence for
association with adiponectin (baseline and response) on the gene level. VEGAS is a gene-
based test, appropriate for analysis of family data, that incorporates information from all
available markers within a gene and accounts for linkage disequilibrium between markers by
using simulations from the multivariate normal distribution (8). For the gene-based test,
statistical significance level was defined using a Bonferroni correction based on 17,787
autosomal genes, yielding a= 0.05/17,787= 2.8 x 107% (8). Our chosen approach to the
multiple comparisons problem is likely to be conservative given the possibility of overlap
between genes.

Biological Pathway Analysis—The computer program MAGENTA (Meta-Analysis
Gene-set Enrichment of variaNT Association, Broad Institute, Boston, MA) was used to
perform gene-set enrichment analysis. The method has been described in detail elsewhere
(9). In brief, the method included four steps: first, mapping SNPs onto genes; second,
scoring genes based on SNP association scores; third, correcting for six potential
confounders (gene size, marker density, independent SNPs, recombination hotspots, genetic
distance, linkage disequilibrium units) using the extended gene boundaries (+110 kb
upstream and +40 kb downstream); fourth, gene-set enrichment analysis of GWAS data with
false discovery rate < 0.05 correcting for multiple testing. In this analysis, 3,216 pathways or
processes in the GO, PANTHER, INGENUITY, KEGG, REACTOME, and BIOCARTA
databases were used focusing on gene-sets with at least 10 genes to obtain robustness of
signals (10). At the end of this analysis, a revised false discovery rate (FDR) approach was
used to flag statistical significance after correction for multiple testing in the presence of
overlap of genes between gene sets and also non-independence of pathways or processes,
genes, and SNPs (11).

Table 1 lists the key demographic and clinical characteristics of the study population. All
participants were of self-reported European ancestry and distributed evenly between the
Minnesota and Utah study sites. The prevalence of dyslipidemia was low at baseline and
further decreased after the fenofibrate treatment (5). Serum concentrations of circulating
adiponectin also decreased from baseline to the end of the three-week follow-up period,
although the decrease was not statistically significant, indicating considerable heterogeneity
in fenofibrate response. Prior studies in cell culture suggest that the effect of fenofibric acid
on adiponectin levels varies between individuals with and without mixed dyslipidemia,

Nutr Metab Cardiovasc Dis. Author manuscript; available in PMC 2014 October 01.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Aslibekyan et al.

Page 5

prompting additional sensitivity analyses (12). However, in our study, among subjects with
baseline hypertriglyceridemia (serum triglycerides >200 mg/dL (n=156)), the levels of
adiponectin were lower at baseline and also decreased from 6311 ng/mL to 6081 ng/mL
following fenofibrate treatment (data not shown). The observed decrease in circulating
adiponectin is likely explained by the fenofibrate-induced increase in the expression of
adiponectin receptors, which in turn results in higher uptake and lower circulating levels of
adiponectin (13-16); further large-scale studies are warranted to elucidate this relationship
in normolipidemic individuals.

Manhattan plots summarizing the results of the genome-wide analyses for each outcome are
shown in Figure 1 (baseline) and Figure 2 (response). The top loci associated with
adiponectin levels at baseline and the corresponding fenofibrate response, as well as the
direction and magnitude of the observed associations, are summarized in Table 2. No
markers have reached genome-wide significance at baseline. However, 11 SNPs in a linkage
disequilibrium block in an intergenic (closest genes: PMEPAI, PCK1, ZBP]I) region of
chromosome 20 showed suggestive associations with baseline adiponectin (P-values< 5 x
1077). Other suggestive associations were observed with markers in the 1224 region, we
well as in PCSK5, SCUBE1, TMEM18, and CDH13 genes. Of those, CDH13was found to
be reproducibly associated with baseline adiponectin levels by previous GWAS studies (17—
21).

The strongest evidence for association for the adiponectin response to fenofibrate was
observed in the 12924 genomic region. The rs2384207 polymorphism in that region
(DDX54 gene) reached the threshold for genome-wide significance (P-value= 5 x 1078),
while 6 more variants in the adjacent 7PCNI gene all showed suggestive associations (P-
values <3 x 1075) but are not included as they are in linkage disequilibrium (r2>0.80) with
the lead SNP. For the lead SNP, a likelihood-ratio based r2 measure (22) was estimated at
2.9% of outcome heterogeneity explained by variation at the rs2384207 locus. Additionally,
a polymorphism on chromosome 7 (rs6954341) approached statistical significance but
should be treated with extreme caution as it has a very low MAF (1%) and was not a part of
a cluster of robustly associated variants; as such, it is excluded from the table. Other loci
implicated in fenofibrate response were in the SHANKZ, ENPP3, C6, and KDMA4C genes;
for the three latter genes, suggestive associations were observed with several SNPs
comprising distinct linkage disequilibrium blocks.

The top findings of the gene-based test are shown in Table 3. The results were consistent
with the single marker genome-wide association analysis. Baseline adiponectin was
significantly associated (P-value <1.00 x 1075) with more genetic predictors than fenofibrate
response, although some of the signals overlapped (CDH13, CSMD1, RORA, AZBP1,
CTNND?2), likely due to the previously reported high correlations between pre- and post-
fenofibrate treatment adiponectin levels (3). Additionally, the PTPRT gene, located in the
same region on chromosome 20 as the top SNPs from the baseline single marker analysis,
showed a significant (P-value= 2.00 x 1076) association with the baseline outcome.

In the biological pathway analysis, the only borderline significant signal for the baseline
outcome came from the PANTHER epidermal growth factor receptor (EGFR) pathway,
comprised of 43 functionally related genes (gene set nominal P-value = 0.0009 < 0.006 after
correction for multiple tests of pathways; FDR= 0.07). No significant gene enrichment was
found for the response outcome (the strongest evidence was observed for the PANTHER
RAS pathway, with the gene set nominal P-value of 0.0026 < 0.006 and FDR=0.11).
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Discussion

In this study, we present the first genome-wide investigation of fenofibrate effect on plasma
adiponectin levels. Our analyses have identified a novel, statistically significant relationship
between the change in circulating adiponectin following a three-week fenofibrate treatment
and the rs2384207 variant, located in a linkage disequilibrium block in the 12924 region.
This GWAS adds to the body of evidence linking that genomic region with several
metabolic phenotypes, specifically susceptibility to type 2 (23, 24) and autoimmune type 1
diabetes (25), abdominal adiposity (26, 27) and possibly circulating leptin levels (28).
Furthermore, a recent meta-analysis of GWAS found robust associations of several SNPs in
the 12g24.31 region and several metabolic traits including adiponectin (17). The signal in
our study was observed in 12g924.13, a region spanning several genes including DDX54,
TPCN1, SLC24A6, and OAS1/OASZ2/0OAS3. DDX54 encodes an RNA helicase that has
been shown to contribute to differentiation and myelination of oligodendrocytes (29) while
TPCNIand SLC24A6 encode proteins implicated in calcium signaling (30, 31). Of utmost
biological relevance, however, are the neighboring OAS1/OAS2/0OAS3 genes, which code
for enzymes involved in innate immunity (32) and could thus mediate the adiponectin/toll-
like receptor 4 signaling pathway (33). However, previous studies reported evidence of
long-range linkage disequilibrium between variants in the OAS cluster and type 1 diabetes
susceptibility genes in a European population (34); it is possible that the linkage
disequilibrium structure of 12924.13 also has implications for our findings. Future studies
including replications of the fenofibrate response analyses as well as fine-mapping of the
12924 region will provide further insights in the biology of the observed association.

Although our analyses of adiponectin levels at baseline did not yield any statistically
significant results, several findings that approached genome-wide significance are
noteworthy. First, three loci (rs8058728, rs12921085, rs12929701) in or near the CDH13
gene showed a suggestive (P-value< 1x107°) association with circulating adiponectin,
replicating associations previously reported in several GWAS (12-16). Second, we observed
suggestive signals from a linkage disequilibrium block on chromosome 20 (lead SNP:
rs12481680), which contains PCK1, a gene encoding a gluconeogenic enzyme that is
regulated by adiponectin signaling through the AMP-kinase pathway (35) and ZBP1, a gene
coding for a DNA-binding protein shown to modulate innate immunity (36). Third, we saw
suggestive associations with markers in the SCUBE1 and TMEM18 genes, which have been
implicated in cardiovascular disease pathogenesis and obesity, respectively (37, 38). It is
also notable that the associations with the top SNPs at baseline were characterized by greater
magnitude and variability than for the response trait; also, most associations with baseline
adiponectin levels were negative. Overall, these preliminary findings could inform future
experiments aimed at functional validation of these biologically plausible loci.

In addition to the genome-wide signals from the single marker and gene-based studies,
biological pathway analyses identified the EGFR pathway as borderline significantly
associated with baseline adiponectin levels. This finding is highly biologically relevant, as
prior experiments in mice show clear improvement in the metabolic profile, including
increased serum adiponectin, following 14 days of administration of PD153035, an EGFR
inhibitor (39). On the other hand, /n vitro studies showed that adiponectin inhibits EGFR
phosphorylation, heparin-binding EGF-stimulated protein synthesis, and heparin-binding
EGF shedding, suggesting bidirectional cross-talk between adiponectin and EGFR signaling
(40). To our knowledge, our study is the first to report this association in a human
epidemiologic study; upon successful replication, these findings represent new insights into
the etiologic role of adiponectin.

Nutr Metab Cardiovasc Dis. Author manuscript; available in PMC 2014 October 01.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Aslibekyan et al.

Page 7

Several considerations are important to the interpretation of our findings. First, the GOLDN
trial measured total rather than high molecular weight (HMW) adiponectin levels, which
may represent the biologically active form of the protein (41). Nevertheless, prior reports
have shown that measuring HMW adiponectin does not confer additional information over
total adiponectin in studies of chronic disease, perhaps due to the high correlation between
the phenotypes (42, 43). Second, although our baseline findings are consistent with other
genome-wide studies, the fenofibrate response results have not been replicated. This
challenge is common to pharmacogenetic studies, as very few cohorts are comparable on
both drug intervention design, genotyping approach, and phenotype ascertainment (5).
Furthermore, the Q-Q plots suggest slight genomic inflation (A=1.07 for the fenofibrate
response models), exacerbating the need for independent replication of our findings. As
such, these results are to be considered preliminary, but informative of future studies of
fenofibrate pharmacogenetics. Third, the homogeneity of our study population limits the
generalizability of these findings, prompting the need for investigating genetic determinants
of fenofibrate response in ethnically diverse samples in future studies. Fourth, the VEGAS
gene-based test only estimates an empirical P-value without giving information on the
direction of the observed association, and it is likely that the overall effect of a gene on a
trait is determined by its constituent SNPs, some of which may have opposing effects. In
light of this limitation, it is important to interpret our findings in context of all three
statistical approaches, namely the single marker, gene-based, and biological pathway
analyses. Finally, the presented results appear to be inconsistent with the moderate to high
estimates of heritability of adiponectin response to fenofibrate (3). One possible explanation
lies in the GWAS method itself, as it excludes such sources of “missing heritability” as rare
functional variants, epigenetic traits, or gene-gene interactions. Another possibility,
however, is that the estimate of heritability is too high as it erroneously includes variance
due to shared environment, which could not be ascertained in the GOLDN study because
household information was not available (3).

In conclusion, we have found preliminary evidence for association for several biologically
relevant genetic loci with changes in plasma adiponectin following fenofibrate therapy.
Upon successful validation, these findings will advance current understanding of biologic
pathways underlying adipokine response to fenofibrate therapy.
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Manhattan plot of genome-wide results of testing for association between SNPs and baseline
adiponectin levels. The X-axes display the chromosome on which the SNP is located, the Y-
axes display —log1g(P-value). The top horizontal line marks the genome-wide significance
level (P-value= 5x1078).
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Figure 2.

Manhattan plot of genome-wide results of testing for association between SNPs and
adiponectin response to fenofibrate treatment. The X-axes display the chromosome on
which the SNP is located, the Y-axes display —log,g(P-value). The top horizontal line marks
the genome-wide significance level (P-value= 5x1078).
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Table 1

General characteristics of the study population (n=793).

Variable Mean or Median + SD or %
Age, years 48 £ 16
Sex, % female 50
Field center, % from MN 50
Body mass index, kg/m?2 28+6
Diabetes

Diagnosed, % 8

Treated with medications, % 65

Hypertension

Diagnosed, % 26

Treated with medications, % 82
Diagnosed with CHD, % 5
Adiponectin, ng/dL

Baseline 8123 + 4807

After fenofibrate treatment 7770 + 4424

Glucose, mg/dL

Baseline 102 + 20

After fenofibrate treatment 99+ 19
Insulin, mU/L

Baseline 14+8

After fenofibrate treatment 13+8

Triglycerides, mg/dL

Baseline 141+ 99

After fenofibrate treatment 91+55
HDL-C, mg/dL

Baseline 47+13

After fenofibrate treatment 49+13
LDL-C, mg/dL

Baseline 123 £32

After fenofibrate treatment 105 + 32

Total cholesterol, mg/dL
Baseline 192 + 39
After fenofibrate treatment 167 £ 35

CHD, coronary heart disease; HDL-C, high-density lipoprotein cholesterol; LDL-C, low-density lipoprotein cholesterol; MN, Minnesota; SD,
standard deviation

Nutr Metab Cardiovasc Dis. Author manuscript; available in PMC 2014 October 01.



Page 15

Aslibekyan et al.

"Juswiea.) aeiqijouay Buimoljoy sjans| undauodipe ul sabueyd ayl YA pue auljaseq 1e unoauodipe Bunenaiio yim parerdosse 190] do

NIH-PA Author Manuscript

wsiydiowAjod apnoajonu-abuls ‘dNS ‘Aouanbaiy ajaj[e Joulw ‘4W/IA ‘BWOoSowWwolyd ‘Iyd

aX00¢ Ulyim
x

o-0TXTT'S €00  200F¥0T0  O#WNGY 6 L8T5Z69TS!
o-0TXS67 TE0  6000F700 90 S 0LTEYYLS!
o-0TX¥8Y J¥0  8000F700- #V0OEDTS ST 1200568/
o-0Tx85Y $00 2007600  EdadNF 9 GT066TZTS!
o-0TXE0E /y'0  8000F0O0 ZYNVHS 1T 70€52Gs!
g-0Tx00G 8T0  TO'0F90°0 ¥5Xaa 4! L0ZY8ETSA
asuodsay
o0TxG8S €10  vO0F8T0- L£7HAD g1 82/£5085/
o-0TXTLC 20  €O0FTO- BIWINL 9 €L£6662TS!
o-0TXCET  2€0  €OO0FYTO-  Imwbiul ¢l €0V9TLTS!
9-0Tx 95T 900 90'0FTE0- 139105 ¢ 2Sy1GLG8I
o-0TX¥7'T 080  €O0FHTO-  §YSOd 6 1669720718/
;0T x28T 2T0  ¥00¥220  owebisul 0z 08918FLTS!
auljaseg
anfeA-d AV 3SF9 auso 1o dNS

¢?olqel

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Nutr Metab Cardiovasc Dis. Author manuscript; available in PMC 2014 October 01.



1duasnuey Joyiny vd-HIN 1duasnue Joyiny vd-HIN

wduosnue Joyiny vd-HIN

Aslibekyan et al.

Table 3
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Top genes associated (P-value <1.00 x 107%) with circulating adiponectin at baseline and with the changes in
adiponectin levels following fenofibrate treatment.

Chr  Gene # SNPs

Baseline
1 BSND 15
1 IGSF21 30
1 KIF26B 16
1 ZNF643 14
2 LRPIB 84
3 CNTN4 21
4 SORCS2 59
4 WDR1 3
5 CTNNDZ2 64
7 DYNCI1l1 69
7 LAMBI1 24
7 PTPRNZ 27
8 CSMD1 139
8 RDH10 18
9 ADAMTSLI 18
9 PCSK5 34
10 PRKGI 30
11 NELLI 25
12 J/FLTDI 30
14 NPAS3 67
15 RORA 26
15 SLCO3A1 35
16 AZBP1 64
16 CDH13 112
16 CMIP 54
16 KIAA0556 10
16 WWox 77
17 MsI2 35
22 SCUBEI1 21
22 TTLLIZ 9

Response
1 ESRRG 53
3 THRB 45
5 Cc6 60
5 CTNNDZ2 32
6 ARHGAP18 14
6 SYNE1 30

Nutr Metab Cardiovasc Dis. Author manuscript; available in PMC 2014 October 01.



1duasnuey Joyiny vd-HIN 1duasnue Joyiny vd-HIN

wduosnue Joyiny vd-HIN

Aslibekyan et al.

Chr  Gene
7 DENNDZA
7 MKRN1
8 CSMD1
9 GLIS3
11 USP47
12 TPCNI
15 ALDHIA3
15 BCL2L10
15 LRRKI
15 RORA
16 AZBPI
16 CDH13

17 SLC39A11

# SNPs
9

9
244
17
4
46
17
4

4
44
128
153
15

Chr, chromosome; SNP, single-nucleotide polymorphism
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