The associations between systolic and diastolic BP at mid-pregnancy and educational level
are shown in Table 3. In the basic model, the BP in the low educational group was
significantly higher than that in the high educational group (difference = 1.84 mmHg, 95%
CI: 0.057 to 3.61). Similar to the results shown in Table 2, after adding pre-pregnancy BMI to
the basic model, BP differences became smaller and were not anymore statistically
significant. Interestingly, adding smoking to the basic model increased the BP difference
which resulted in statistical significance (difference = 2.53 mmHg, 95% CI: 0.66 to 4.40).
With regard to the diastolic BP, educational levels were not statistically associated. Similar to
early pregnancy, adding BMI to the basic model attenuated the differences in diastolic BP.
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Table 3 The associations between systolic and diastolic blood pressure at mid-pregnancy and educational level (and 95% CIs) (0=923)"

Educational Unadjusted Basic Basic Basic Model{ Basic Modelt Basic Model? Basic Basic Model} Full
level Model Modelt Modelt +Smoking  +Saltintake +Alcohol Modely +BW gain  Modeli
+BMI intake +Income

SBP, mmHg

High Reference  Reference Reference  Reference Reference Reference Reference  Reference  Reference

Mid 0.29 (-1.50, —0.0063 -0.20 0.17 (-1.60, -0.14(-1.94, —0.18 (-1.98, -0.31(-2.16,0.32 (—1.46, 0.085
2.07) (-1.77, 1.76) (-1.92, 1.52) 1.95) 1.66) 1.62) 1.54) 2.10) (=1.75,

1.92)

Low 1.52 (-0.27, 1.84(0.057, 0.58 (—1.20, 2.53 (0.66to 1.87(0.045, 1.76(—0.057, 1.17(=0.73, 1.77 (-0.035, 0.53 (-1.48,
3.30) 3.61) 2.35) 4.40) 3.69) 3.59) 3.06) 3.57) 2.53)

DBP, mmHg

High Reference  Reference Reference Reference Reference Reference Reference  Reference Reference

Mid 0.81 (-0.42, 0.58 (-0.62, 0.47 (—0.71, 0.73 (—0.48, 0.40(-0.82, 0.37(-0.86, 0.14(-1.10, 0.69(-0.53, 0.17 (-1.08,
2.03) 1.78) 1.66) 1.94) 1.62) 1.59) 1.37) 1.90) 1.41)

Low 0.83 (-0.39, 0.99 (-0.22 0.30(-0.92, 1.44(0.17t0 1.10(-0.13to 1.02(-0.22,  0.42(-0.85, 1.00(-0.23, 0.06 (-1.31,
2.06) to 2.20) 1.52) 2.72) 2.34) 2.25) 1.69) 2.22) 1.42)

" Estimates denote difference in BP (mmHg) between low, mid and high educational level.

tBasic model: adjusted for gestational age at BP measurement, maternal age, parity, past medical history of hypertension, pregnancy-induced
hypertension, diabetes mellitus, renal disease, family history of hypertension

fFull model: Basic model+ pre-pregnancy BMI, smoking, salt intake, alcohol intake, income, BW gain until mid-pregnancy.

Abbreviations: SBP, systolic blood pressure; DBP, diastolic blood pressure, BMI, pre-pregnancy body mass index; BW gain, body weight gain
until mid-pregnancy.



The odds ratio (OR) of PIH by educational level is shown in Table 4. In total, PIH was
diagnosed in 23 cases (2.5%). In the unadjusted model, the point estimate of the OR of PIH
of the low educational group was 1.24 (95% CI: 0.44 to 3.44) in comparison with high
educational group. In the full model adjusted for all confounders and mediators, the point
estimate of the OR of PIH of the low educational group was 1.19 (95% CI: 0.31 to 4.60) in
comparison with the high educational group, suggesting that the low educational group was
1.19 times more likely to develop PIH than the high educational group, even though the OR
was not statistically significant.

Table 4 Odds ratio (and 95% confidence intervals) of pregnancy-induced hypertension
stratified by educational level (n=923)

Educational Level N (%) Unadjusted Full Model}
PIH 23 (2.5)

High (n=467) 10 (2.1) Reference Reference
Mid (n=228) 73.DH 1.45(0.54, 3.85) 0.44 (0.076, 2.60)
Low (n=228) 6(2.6) 1.24 (0.44, 3.44) 1.19 (0.31, 4.60)

1Full model: adjusted for maternal age, parity, past medical history of hypertension,
pregnancy-induced hypertension.

Diabetes mellitus, renal disease, Family history of hypertension, pre-pregnancy body mass
index, smoking, Salt intake.

Alcohol intake, income, body weight gain until mid-pregnancy.

Discussion

In our study, we found that among Japanese pregnant women the low educational group had
significantly higher systolic BP than the high educational groups in early pregnancy and that
this group maintained higher systolic and diastolic BPs toward mid-pregnancy. Furthermore,
we found that the pre-pregnancy BMI mediated the association between educational levels
and BP. On the other hand, smoking, alcohol intake, salt intake, and body weight gain until
mid-pregnancy did not mediate this association.

The results of the current study are consistent with those of a previous study on SES and BP
during pregnancy [13]. Silva et al. reported that the low educational group had significantly
higher BPs throughout pregnancy. They categorized the educational level into 4 levels: high
(university or higher), mid-high (higher vocational training), mid-low (less than 3 years of
general secondary school, intermediate vocational training completed, or first year of higher
vocational training), and low (no education, primary school, lower vocational training,
intermediate general school, or <3 years of general secondary school). The systolic and
diastolic BP difference between the low and high educational groups was 2.67 mmHg (95%
CI: 0.66 to 4.40) and 0.53 mmHg (95% CI: —0.58 to 1.64), respectively, at early pregnancy
(less than 18 weeks of gestation). Even though the categorization of educational level in our
study is different from their study, our results are similar; in our study, the systolic and
diastolic BP difference between the low and high educational groups was 2.39 mmHg (95%
CI: 0.59 to 4.19) and 0.74 mmHg (95% CI: —0.52 to 1.99), respectively, at early pregnancy.

A decrease in systolic and diastolic BP from early to mid-pregnancy, known as a protective
factor for PIH [13,23], was observed among every educational group in our study. In Silva’s
study, no decrease in diastolic BP from early to mid-pregnancy was reported among the low
educational group. This inconsistency of BP decrease by educational groups might be due to



different characteristics of the study population. Compared with Silva’s study, our sample
population was less likely to be overweight (pre-pregnancy BMI; this study vs. Silva’s study,
20.2 £ 2.3 vs. 23.2 £ 3.9) and to consume alcohol during pregnancy (this study vs. Silva’s
study, 15.6% vs. 47.1%). Furthermore, differences in the health care system for pregnant
women might contribute to these differences, i.e., prenatal care in Japan might be associated
with BP control, and quick access to a hospital with universal health insurance might be
considered to have a beneficial effect on BP control.

Regarding mediators, the same previous study reported that the pre-pregnancy BMI mediates
the association between educational level and BP [13], whereas smoking, alcohol intake, and
body weight gain until mid-pregnancy do not mediate this association. Our results confirmed
the results of the previous study and added to the literature that salt intake do not mediate the
association between educational levels and BP during pregnancy.

From the results of our study, smoking showed an inverse association with BP, i.e., smoking
pregnant women showed lower systolic and diastolic BP. Yet, smoking mediates, in part, the
association between SES and cardiovascular events in adults [24]. Habitual smokers
generally have a lower BP than non-smokers [25], which is related to lower body weight
[26]. In pregnant women, it is reported that smoking is associated with lower diastolic BP
until mid-pregnancy compared with non-smoking women [27]. Our results are also in line
with those results. Smoking was associated with lower systolic and diastolic BP until mid-
pregnancy, and this association did not change among the different educational groups.

Although not statistically significant, the point estimate of the OR for PIH in the low
educational group was 1.19 compared with the high educational group, suggesting that the
educational level might be associated with PIH. The non-significant result could be due to
small sample size, i.e., the number of PIH cases was small in our study. Previous reports on
the association between low educational level and PIH are inconsistent. On the basis of
results of a population-based, prospective cohort study, Silva et al. reported that low
educational level was significantly associated with the occurrence of preeclampsia [28] and
gestational hypertension [29]. Haelterman et al. conducted a case—control study of 99 severe
preeclampsia cases and reported that individuals with a low educational level (primary school
or below) had a statistically higher OR (OR = 2.3, 95% CI. 1.2 to 4.4) than those who
attended a primary school or higher [30]. On the other hand, by using birth records from
North Carolina, Savitz et al. reported that maternal education did not differ with regard to
PIH occurrence, although the process of diagnosing PTH might be potentially fallible with
possible underascertainment [31]. In our study, the diagnosis of PIH is considered accurate
because it was made by a single obstetrician (S.J.) on the basis of the same criteria. Further
research is necessary to confirm the association between maternal educational level and PIH
using a larger sample size.

There are several limitations in our study. First, this study was conducted retrospectively at a
single center with a relatively small sample size. Because of the small number of participants
with PIH, we were not able to separate PIH into true preeclampsia (hypertension with
proteinuria). To analyze the subtype, a study with a larger sample size should be performed.
Second, the percentage of participants who graduated from high school or less was also
relatively small and the proportion of the high educational group was high in comparison
with the general population among those who delivered babies in Japan [22] suggesting
sampling bias. However, we demonstrated an association between educational level and BP
even among higher SES pregnant mothers. Third, unmeasured possible mediators and



confounders, e.g., maternal birth weight [32], exercise during pregnancy [33], and
neighborhood effects [34], might exist. Fourth, since some of the participants were recruited
beyond the first trimester, and pre-pregnancy body weight and height were self-reported by
questionnaire, pre-pregnancy BMI might be underestimated. Thus, a further study that
replicates these study findings using a population-based, multicenter, large prospective cohort
study is essential.

On the basis of our study results, a policy on body weight control may be effective targeting
people who do not attend junior college or university in order to prevent higher BP during
pregnancy. In the United State, where child and adolescent obesity is a growing problem,
health education on body weight control is implemented among high school students aiming
for future BP control [35]. A similar health policy might be effective in Japan.

Conclusion

In conclusion, among Japanese pregnant women, the low educational group had significantly
higher systolic BP than the mid and high educational groups in early pregnancy and mid-
pregnancy. The pre-pregnancy BMI mediated the association between educational levels and
BP. Thus, education on body weight control in high schools might be useful to control BP
during pregnancy, which would prevent the onset of PIH.

Abbreviations
BP, Blood pressure; BMI, Body mass index; CI, Confidence interval; DM, diabetes mellitus;

OR, Odds ratio; PIH, Pregnancy induced hypertension; SD, Standard deviation; SES,
Socioeconomic status
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Abstract

Background Recent studles have revealed relatlve frequency and characterlstlc phenotype of two major causative factors
for Silver-Russell syndrome (SRS), i.e. epimutation of the H19-differentially methylated region (DMR) and uniparental
maternal disomy 7 (upd(7)mat), as well as multilocus methylation abnormalities and positive correlation between
methylation index and body and placental sizes in H19-DMR epimutation. Furthermore, rare genomic alterations have been
found in a few of patients with idiopathic SRS. Here, we performed molecular and clrmcal findings in 138 Japanese SRS
patients, and exammed these matters. :

Methodology/PrmapaI Fmdfngs. We |dentlﬂed HI19- DMR eplmutatlon in cases 1-43 (group 1, upd(7)mat in cases 44-52
{group 2), and neither H19-DMR epimutation nor upd{(7)mat i in cases 53-138 (group 3). Multilocus analysis revealed hyper-
or hypomethylated DMRs in 2.4% of examined DMRs in group 1; in pamcu!ar, an extremely hypomethylated ARHI-DMR was
identified in case 13. Ohgonucleotlde array comparative ‘genomic hybridization  identified a ~3.86 Mb deletion at-
chromosome 17q24 in case 73. Epigenotype-phenotype analysis revealed that group 1 had more reduced birth fength and -
weight, more preserved birth occipitofrontal circumference (OFC), more frequent body asymmetry and brachydactyly, and
“less frequent speech delay than group 2. The degree of placental hypoplasia was similar between the two groups. In group
1, the methylation index for the H19-DMR was positively correlated with birth length and weight, present height andk
weight, and placental we|ght but with neither blrth nor present OFC.

Conclus:ons/Slgnlf“ ficance: The results are grossly consistent with the prevnously reported data, although the frequency of
epimutations is lower in the Japanese SRS patients than in the Western European SRS patients. Furthermore, the results
provide useful information regarding placental hypoplasia in SRS, clinical phenotypes of the hypomethylated ARHI-DMR,
and underlying causatlve factors for idiopathic SRS. ,
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Introduction chromosome 11pl5.5 and maternal uniparental disomy for
chromosome 7 (upd(7)mat) account for ~45% and 5—10% of
SRS patients, respectively [1,2]. In this regard, phenotypic
assessment has suggested that birth length and weight are more

Silver-Russell syndrome (SRS) is a rare congenital developmen-
tal disorder characterized by pre- and postnatal growth failure,
relative macrocephaly, triangular face, hemihypotrophy, and fifth-  yequced and characteristic body features are more frequent in
finger clinodactyly [1]. Recent studies have shown that epimuta- patients with HI9-DMR epimutation than in those with

tion (hypomethylation) of the paternally derived differentially upd(7)mat, whereas developmental delay tends to be more
methylated region (DMR) in the upstream of H19 (H19-DMR) on )
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frequent in patients with upd(7)mat than in those with A79-DMR
epimutation [3,4]. Furthermore, consistent with the notion that
imprinted genes play an essential role in placental growth and
development [5], placental hypoplasia has been found in both
HI19-DMR epimutation and upd(7)mat [4,6], although compar-
ison of placental weight has not been performed between H19-
DMR hypomethylation and upd(7)mat. In addition, multilocus
hypo- or hypermethylation and positive correlation between
methylation index (M, the ratio of methylated clones) and body
and placental sizes have been reported in patients with /779-DMR
epimutation [4,7-9], and several types of rare genomic alterations
have been identified in a few of SRS patients [1,10~12].

Here, we report on molecular and clinical findings in 138
Japanese SRS patients, and discuss on the results obtained in this
study.

Patients and Methods

Ethics statement

This study was approved by the Institutional Review Board
Committee at the National Center for Child Health and
Development. The parents of the affected children and the adult
patients who can express an intention by themselves have given
written informed consent to participate in this study and to publish
their molecular and clinical data.

Patients

This study consisted of 138 Japanese patients (66 males and 72
females) with SRS phenotype aged 0-30 years (median 4.1 years),
including 64 previously reported patients (20 patients with variable
degrees of H79-DMR epimutation, three patients with upd(7)mat,
one patient with 46,XY/46,XY,upd(7)mat mosaicism in whom
upd(7)mat cells accounted for 91-92% of leukocytes and salivary
cells and for 11% of placental tissue, and 40 patients of unknown
cause) [4,6,13]. The 138 patients had a normal karyotype in all the
=50 lymphocytes examined, and satisfied the selection criteria
proposed by Netchine et al. [14], i.e., birth length and/or birth
weight = ~2 standard deviation score (SDS) for gestational age as
a mandatory criteria plus at least three of the following five
features: (i) postnatal short stature (= —2 SDS) at 2 year of age or at
the nearest measure available, (ii) relative macrocephaly at birth,
i.e., SDS for birth length or birth weight minus SDS for birth
occipitofrontal circumference (OFC) = -1.5, (i) prominent
forehead during early childhood, (iv) body asymmetry, and (v)
feeding difficulties during early childhood. Birth and present
length/height, weight, and OFC were assessed by the gestational/
postnatal age- and sex-matched Japanese reference data from the
Ministry of Health, Labor, and Welfare and the Ministry of
Education, Science, Sports and Culture. Placental weight was
assessed by the gestational age-matched Japanese reference data
[15]. Clinical features were evaluated by clinicians at different
hospitals who participated in this study, using the same clinical
datasheet. The SRS patients were classified into three groups by
the molecular studies, i.e., those with H79-DMR hypomethylation
(epimutation) (group 1), those with upd(7)mat (group 2), and the
remaining patients (group 3).

Primers and samples
Primers utilized in this study are shown in Table S1. Leukocyte
genomic DNA samples were examined in this study.

Methylation analysis

We performed pyrosequencing analysis for the HI9-DMR
encompassing the 6th CTCF (CCCTC-binding factor) binding site
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that functions as the primary regulator for the monoallelic IGF2 and
H19 expressions [16-18], using bisulfite treated leukocyte genomic
DNA samples of all the 138 patients. The procedure was as
described in the manufacturer’s instructions (Qlagen, Valencia, CA,
USA). In brief, a 279 bp region was PCR-amplified with a primer
set (Pyl" and PyR) for both methylated and unmethylated clones,
and a sequence primer (SP) was hybridized to a single-stranded
PCR products. Subsequently, the MIs were obtained for four CpG
dinucleotides (CGH5~CG7 and CGY), using PyroMark Q24 (Qiagen)
(the MI for CG8 was not obtained, because the “C” residue of CG8
constitutes a G/T° SNP) (Figure 1A). The PyF/PyR and SP were
designed by PyroMark Assay Design Software Ver2.0. While the
PyI" sequence contains a SNP (75/1564736) with a mean minor allele
frequency of 5% in multiple populations, the minor allele frequency
is 0% in the Japanese as well as in the Asian populations (http://
browser.1000genomes.org/Homo_sapiens/ Variation/Population?
db = core;r=11:2020801-2021801;v = rs11564736;vdb = varia-
tion;vf = 7864021). Thus, we utilized this PyF.

We also carried out combined bisulfite restriction analysis
(COBRA) for the HI9-DMR. The methods were as described
previously [4]. In short, a 435 bp region was PCR-amplified with a
primer set (CoF and CoR) that hybridize to both methylated and
unmethylated clones, and MIs were obtained for two CpG
dinucleotides (CG5 and CGI16) after digestion of the PCR
products with methylated allele-specific restriction enzymes
(Hpy188I and AfIII) (Figure 1A).

Thus, we could examine CG5 by both pyrosequencing and
COBRA. While we also attempted to analyze CG16 by both
methods, it was impossible to design an SP for the analysis of
CG16 (although we could design an SP between CG11 and CG12,
clear methylation data were not obtained for GG16, probably
because of the distance between the SP and CG16).

In addition, we performed COBRA for the KvDMRI in all the
138 patients (Figure S1A) because of the possibility that
epimutation of the KvDMRI1 could lead to SRS phenotype via
some mechanism(s) such as overexpression of a negative growth
regulator CDENIC [19], and for multiple DMRs on various
chromosomes in patients in whom relatively large amount of DNA
samples were available, as reported previously [4,20,21]. To define
the reference ranges of Mls (minimum ~ maximum), 50 control
subjects were similarly studied with permission.

To screen upd(7)mat, PCR amplification was performed for the
MEST-DMR on chromosome 7q32.2 in all the 138 patients, using
methylated and unmethylated allele-specific PCR primer sets, as
reported previously [6] (Figure 2A). In addition, bisulfite
sequencing and direct sequencing for the primer binding sites
for the ARHI-DMR analysis were performed in a patient (case 13)
with an extremely low MI for the ARHI-DMR.

Microsatellite analysis

Microsatellite analysis was performed for four loci within a
~4.5 Mb telomeric 11p region (D11S2071, D115922, D11S1318,
and DI18988) in patients with hypomethylated H19-DMR, to
examine the possibility of upd(11p)mat involving the HI9-DMR.
Microsatellite analysis was also carried out for nine loci widely
dispersed on chromosome 7 (Table S2) in patients with abnormal
methylation patterns of the MEST-DMR, to examine the
possibility of upd(7)mat and to infer the underlying causes for
upd(7)mat, i.e., trisomy rescue, gamete complementation, mono-
somy rescue, and post-fertilization mitotic error [22]. The methods
have been reported previously [4,6].
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Figure 1. Methylation analysis of the H79DMR, using bisulfite-treated genomic DNA. A. Schematic representation of a segment
encompassing 21 CpG dinucleotides (CG1—CG21) within the H19-DMR. The cytosine residues at the CpG dinucleotides are usually methylated after
paternal transmission (filled circles) and unmethylated after maternal transmission (open circles). The CTCF binding site 6 (CTCF6) is indicated with a
blue rectangle; the cytosine residue at CG8 constitutes a C/T SNP (indicated with a gray rectangle). For pyrosequencing analysis, a 279 bp segment
was PCR-amplified with PyF & PyR primers, and a sequence primer (SP) was hybridized to a single-stranded PCR products. Subsequently, the Mis were
obtained for four CpG dinucleotides (CG5-CG7 and CG9) (indicated with a yellow rectangle). For COBRA, a 435 bp region was PCR-amplified with CoF
& CoR primers, and the PCR product was digested with methylated allele-specific restriction enzymes to examine the methylation pattern of CG5
ands CG16 (the PCR products is digested with Hpy188! when the cytosine residue at CG5 is methylated and with Afllll when the cytosine residue at
CG16 is methylated) (indicated with orange rectangles). IGF2 is a paternally expressed gene, and H19 is a maternally expressed gene. The stippled
ellipse indicates the enhancer for IGF2 and H19. B. Pyrosequencing data. Left part: Representative results indicating the Mls for CG5- CG7 and CG9.
CG5~ CG7 and CG9Y are hypomethylated in case 1, and similarly methylated between case 53 and a control subject. Right part: Histograms showing
the distribution of the Mls (the horizontal axis: the methylation index; and the vertical axis: the patient number). Forty-three SRS patients with low Mls
are shown in red. C. COBRA data. Left part: Representative findings of PCR products loaded onto a DNA 1000 LabChip (Agilent, Santa Clara, CA, USA)
after digestion with Hpy188I or Afllll. U: unmethylated clone specific bands; M: methylated clone specific bands; and BWS: Beckwith-Wiedemann
syndrome patient with upd(11p15)pat. Right part: Histograms showing the distribution of the Mls.

doi:10.1371/journal.pone.0060105.g001

Oligoarray comparative genomic hybridization (CGH)
We performed oligoarray CGH in the 138 SRS patients, using a
genomewide 4x180K Agilent platform catalog array and a
custom-build high density oligoarray for the 11pl5.5, 7p12.2,
12q14, and 17q24 regions where rare copy number variants have
been identified in several SRS patients [1,10-12] as well as for the
7q32-qter region involved in the segmental upd(7)mat in four SRS
patients [23-25]. The custom-build high density oligoarray
contained 3,214 probes for 7p12.2, 434 probes for 7q32, 23,162
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probes for 12ql4, and 39,518 probes for 17q24, together with
~10,000 reference probes for other chromosomal region (Agilent
Technologies, Palo Alto, CA, USA). The procedure was as
described in the manufacturer’s instructions.

Statistical analysis

After examining normality by ¥ test, the variables following the
normal distribution were expressed as the mean*SD, and those
not following the normal distribution were expressed with the
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Figure 2. Methylated and unmethylated allele-specific PCR
analysis for the MEST-DMR. A. Schematic representation of the
MEST-DMR. The cytosine residues at the CpG dinucleotides are usually
unmethylated after paternal transmission (open circles) and methylated
after maternal transmission (filled circles). The PCR primers have been
designed to hybridize either methylated or unmethylated clones. B. The
results of methylation analysis with methylated and unmethylated
allele-specific primers.

doi:10.1371/journal.pone.0060105.g002

median and range. Statistical significance of the mean was
analyzed by Student’s test or Welch’s t-test after comparing the
variances by I test, that of the median by Mann-Whitney’s U-test,
that of the frequency by Fisher’s exact probability test, and that of
the correlation by Pearson’s correlation coeflicient after confirm-
ing the normality of the variables. P<0.05 was considered
significant.

Results

Identification of H19-DMR hypomethylation

Representative findings are shown in Figure 1B and 1C, and the
MIs are summarized in Table 1. Overall, the MIs obtained by the
pyrosequencing analysis tended to be lower and distributed more
narrowly than those obtained by the COBRA. Despite such
difference, the Mls obtained by the pyrosequencing analysis for
CG5-CG7 and CGY and by the COBRA for CG5 and CG16
were invariably below the normal range in the same 43 patients
(cases 1-43) (group 1). By contrast, the MIs were almost invariably
within the normal range in the remaining 95 patients, while the
MlIs obtained by the pyrosequencing analysis slightly (1-2%)
exceeded the normal range in the same three patients (cases 136—
138).

In the 43 cases of group 1, microsatellite analysis for four loci at
the telomeric 11p region excluded maternal upd in 14 cases in
whom parental DNA samples were available; in the remaining 29
cases, microsatellite analysis identified two alleles for at least one
locus, excluding maternal uniparental isodisomy for this region.
Furthermore, oligoarray CGH for the chromosome 11pl15.5
region showed no copy number alteration such as duplication of
maternally derived H19-DMR and deletion of paternally derived
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Table 1. The methylation indices (%) for the H79-DMR.

Cases 1—43 Cases 44—138  Control subjects

Pyrosequencing analysis

35~-50 33~48

G5 4-24

G s 36-53 345
CG? : o 4-24 35;49 ” 36;47 ‘
€69 523 34-48 3046
COBRA )

CG5 (Hpy188l) = 3.3-35.1 37.8-608 362-585
CG16 (Aflll) 4.1-35.0 43.0~59.4 ’ 38.7—66.6

The position of examined CpG dinucleotides (CG5-7, CG9, and CG16) is shown
in Figure 1A,

COBRA: combined bisulfite restriction analysis.
doi:10.1371/journal.pone.0060105.t001

HI19-DMR. For the KvDMRI, the Mls of the 138 patients
remained within the reference range (Fig. S1B and C).

Identification of upd(7)mat

Methylation analysis for the AMEST-DMR revealed that
unmethylated bands were absent from eight patients and remained
faint in a single patient (cases 44-52) (group 2) (Figure 2B).
Subsequent microsatellite analysis confirmed upd(7)mat in the
eight patients and mosaic upd(7)mat in the remaining one patient,
and indicated trisomy rescue or gamete complementation type
upd(7)mat in cases 44-48, monosomy rescue or post-fertilization
mitotic error type upd(7)mat in cases 49-51, and post-fertilization
mitotic error type mosaic upd(7)mat in case 52 (Table 52).

Multiple DMR analysis

We examined 17 autosomal DMRs other than the H79-DMR
in 14 patients in group 1, four patients in group 2, and 20 patients
in group 3, and the XIST-DMR in eight female patients in group
1, one female patient in group 2, and five female patients in group
3 (Table S3). The MIs outside the reference ranges were identified
in five of 14 examined cases (35.7%) and six of a total of 246
examined DMRs (2.4%) in group 1. In particular, a single case
with the mean MI value of 23 obtained by the pyrosequencing
analysis for CG5-CG7 and CGGY had an extremely low MI for the
ARHIDMR (case 13 of group 1). This extreme hypomethylation
was confirmed by bisulfite sequencing, and direct sequencing
showed normal sequences of the primer-binding sites, thereby
excluding the possibility that such an extremely low MI could be
due to insufficient primer hybridization because of the presence of
a nucleotide variation within the primer-binding sites (Figure 3).
Furthermore, no copy number variation involving the ARHI-
DMR was identified by CGH analysis using a genomewide catalog
array. Consistent with upd(7)mat, three DMRs on chromosome 7
were extremely hypermethylated in four examined cases of group
2. Only a single DMR was mildly hypermethylated in a total of
345 examined DMRs in group 3. The abnormal Mls, except for
those for the H19-DMR in group 1 and for the three DMRs on
chromosome 7 in group 2, were confirmed by three times
experiments.

Oligonucleotide array CGH

A ~3.86 Mb deletion at chromosome 17q24 was identified in a
single patient (case 73 of group 3) (Figure 4).

March 2013 | Volume 8 | Issue 3 | e60105



Silver-Russell Syndrome

Primer for direct  Primer for methylation Primer for methylation Primer for direct
sequencing (F) analysis (F) analysis (R) sequencing (R)
— —_—> (ARHI-DMR)
(15 CpGs) < R
ARHI-DMR

5/ -ARARTACCTACTGCCAGTTGCTGEGET -3 (Wildtype)
5/ ~ARAATATTTATTGITAGTTGTTGGGTT-3' (Bisulfite-treated)
3¢ ~PPTTATARATAACSATCAACBACCCAA-5 (Primer)

57 -GECTCCAAGEAACAGRAGCTGOTGA-3" (Wildtype) <
57 —GGTTTTAAGGAATAGAAGTTGTTGA—S’(Bisulffe~treated) ;v. -
(= Primer) "

Case 13
(Group 1)

Figure 3. Analysis of the ARHFDMR in case 13. For bisulfite sequencing, each line indicates a single clone, and each circle denotes a CpG
dinucleotide; the cytosine residues at the CpG dinucleotides are usually unmethylated after paternal transmission (open circles) and methylated after
maternal transmission (filled circles). Electrochromatograms delineate the sequences of the primer binding sites utilized for the methylation analysis.

doi:10.1371/journal.pone.0060105.g003

Epigenotype-phenotype analysis

Clinical findings of SRS patients in groups 1-3 are summarized
in Table 2. All the patients met the mandatory criteria, and most
patients in each group had severely reduced birth length and
weight (both=-2 SDS). For the five clinical features utilized as
scoring system criteria, while 23.2% of patients in group 1 and
22.2% of patients in group 2 exhibited all the five features, there
was no patient in group 3 who was positive for all the five features.
By contrast, while 39.5% of patients in group 1 and 33.3% of
patients in group 2 manifested just three of the five features, 77.6%
of patients in group 3 were positive for just three features. In
particular, the frequencies of relative macrocephaly at birth and
body asymmetry were low in group 3, while those of the remaining
three scoring system criteria including prominent forehead during
early childhood were similar among groups 1-3.

Phenotypic comparison between groups 1 and 2 revealed that
birth length and weight were more reduced and birth OFC was

more preserved in group 1 than in group 2, despite comparable
gestational age. In the postnatal life, present height and weight
became similar between the two groups, whereas present OFC
became significantly smaller in group 1 than in group 2. Body
asymmetry and brachydactyly were more frequent and speech
delay was less frequent in group 1 than in group 2. Placental
weight was similar between the two groups, and became more
similar after excluding case 52 with mosaic upd(7)mat (see legends
for Table 2). Parental age at childbirth was also similar between
the two groups. In group 2, placental weight was grossly similar
among examined cases, as was parental age at childbirth (see
legends for Table 2).

Case 13 with an extremely low MI for the ARHI-DMR and case
73 with a cryptic deletion at chromosome 17g24 had no specific
phenotype other than SRS-like phenotype (Table S4). However, of
the five clinical features utilized as scoring system criteria, all the
five features were exhibited by case 13 and just three features were

KPNA2
| Midro et al. 1993: Dérr et al. 2001

>3 Vb Blyth et al. 2008

Figure 4. Oligonucleotide array CGH in case 73, showing a ~3.86 Mb deletion at chromosome 17q24. The black, the red, and the green
dots denote signals indicative of the normal, the increased(>+0.5), and the decreased (< -1.0) copy numbers, respectively. The horizontal bar with
arrowheads indicates a ~2.3 Mb deletion identified in a patient with Carney complex and SRS-like phenotype [44], and the black square represent a
~65 kb segment harboring the breakpoint of a de novo translocation 46,XY,t(1;17)(q24;q23-q24) identified in a patient with SRS phenotype [45,46).
doi:10.1371/journal.pone.0060105.g004
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Table 2. Phenotypic comparison in three groups of patients with Silver-Russell syndrome.

H19-DMR

hypomethylation Upd(7)mat Unknown P-value

(Group 1) {Group 2) (Group 3} S G1vs. G2 Glvs.G3 = G2 'v,s. GB
Patient number 43 (31.2%) 9 {6.5%) 85 (62.0%)
Mandatory criteria 43/43 (100%) 9/9 (100%) - 85/85 (100%) 1.000 1.000 1000
Scoring system criteria (5/5) 10/43 (23.2%) 2/9 (22.2%) 0/85 (0.00%) 0.965 1.52x107% 2. 58><10 -2
Scoring ‘system criteria (4/5) - 16/43 (37.2%) - 49 @aa%)  19/85(2 4%, 0792 1455102 o1 e
Scoring system criteria (3/5) 17/43 (39.5%) 3/9 (33.3%) 66/85 (77.6%) 0.821 7.17x107% 0161
Gestational age (weeks:days) 380 (34:3~40:0) (n=36)" 380 (34:4~40:0) (n= 9) 376 (27:1~41:4) (n=65) 0.877 0.120 0.450
BL (SDS) -4.13%2.01 (n=31) -3.18:%1.16 (n=9) ~-2.93%1.43 (n=60) 2.67x107%  6.69x107° 0619
BW (SDS) 350085 (n=42). ~2.90+064 (1=9). -271%1.14 (n=64) 3.28x10°% 5.87x107% 0640
BL=-2 SDS and/or BW<—2 SDS* 43/43 (100%) 9/9 (100%) 85/85 (100%) 1.000 1.000 1.000
BLS—Z SDS and BW=-2 SDS 39/43 (90.7%) 7/9 (7’7.8%) : 76/85 (89.4%) 0474 0821 : 0.304'
BOFC (SDS) ~-0.54£1.22 (n =29) -1.441+0.47 (n=9) ~1.92:1.09 (n= 48) 3.74x107%2  1.52x107%  0.202
BL (SDS) - BOFC (SDS) 3708202(n=27)  -173%120(0=9)  -0943*148(n=43)  1.02x10* 3.40x10°° 0111
BW (SDS) - BOFC (SDS) -321£1.20 {n=27) -1.53+0.57 (n=9) -1.04£1.55 (n= 48) 0.326 7.38x107°  0.331
Relative mactocephaly at birtht 29/29 (100%) T19(778%) L 6/45(35.6%) 0341 3.67x10°%  2.05x10°2
BL or BW (SDS) ~ BOFC (SDS)=-1.5 S .y f ; L o
Present age (years:months) 4.1 (0 6~30 6) (n =31) 4.8 (2:4~25:2) (n=9) 4.3 (0:1~18:6) (n=60) 0.437 0.813 0.335
PH (SDS) -3582165 (n=35) ©  -377x113(n=9) - -317%150(n=61). - 0757 0218 £ 0253
PH=-2 SDS (=2 years)“l‘ 29/35 (82.5%) 8/9 (88.9%) 52/61 (85.2%) 0.760 0.758 0.772
PW (sDS) -315+116 (1=32)  -277%076 (n=9)  -277%134(n=59) 0362 0144 0968
POFC (SDS) -1.16%1.18 {(n=21) -0.01+0.91 (n=9) -1.81%1.57 (n =35) 2.01 x‘l(l“:'l 0.107 3.08><10'3
PH (SDS) ~ POFC (SDS) -247%163 (n=16) 362%138 (n=8) -155+182(n =35 0103 439x102  1.64x1072
PW (SDS) — POFC (SDS) -2.84+1.31 (n 21) -2.69+1.36 (n=9) -1.08+1.71 (n= 35) 0.782 2.54x1072  1.90x1074
Relative macrocephaly at present  20/21 (95 2%) 8/8 (1 00%) 29/43 (67. 4%) : 0223 477x107% 0156
PH or PW (SDS) — POFC (SDS)=-15 . , e .
Tnangular face during early chl!dhood 42/43 (97.7%) 8/9 (88 9%) 65/65 (100%) 0.442 0.0773 5.98x1072
Prominent forehead during carly . 3137.(838%) ? '7/9 a 00%) 41/53(774%) . 0200 - . 0456 0.978 e
ch|ldhoodt : o : Sl ; S
Ear anomalies 14/35 (40.0%) 3/9 (33.3%) 15/55 (27.3%) 0.717 0.290 0.823
Irregular teeth. 12126 (462%)  49@44% 1245 (67%) 0930 0098 0291
Body asymmetryt 30/37 (81.1%) 3/9 (33.3%) 19/59 (32.2%) 4.77x10° 3 351 ><10 S 0947
Clinodactyly | 9B7084%)  519(556%) 50158 (86.2%) 0167 0323 268x1077
Brachydactyly 30/38 (78.9%) 2/9 (22.2%) 34/56 (60. 7%) 1. 16><10'3 0.0642 3. 24><10 2
Syndactyly: 336(83%)  0/9(000%) ys2(577%) O 375 0641 : 0464
Simian crease 4/26 (15.4%) 277 (28 6%) 6/49 (12.2%) 0.429 0.705 0.252
Muscular hypotonia 1782(34%) 5/9 (55 6%  12/50 Q40%) 0898 7.49x1072 00564
Developmental delay 18/37 (48.6%) 6/9 (66. 7%) 25/54 (46. 3%) 0.337 0.826 0.262
Speech delay 8 8%). 69(667%)  18M43(419%)  255x107% 0156 0179
Feeding dlfﬁcultyT 6/9 (66 7%) 25/51 (49 O%) 0 301 0.860 0.333
Placental wexght (sDS) 2 1o+o 74 s i 02+0.86 (n= 18) 2 a 0? 824x107?
Paternal age at chlldblrth 32: 0 (19 0~52 0) (n= 24) 35:0 (27:0~48:0) (n =9) 32:0 (25:0~46:0) (n= 45) O 223 1.00 0.105
(years months)
Maternal age at childbirth 320 (190~430) (1=25) 330 (25:0~420) (= 9)° 300 (220~430) (h=46) 0275 0765 0117
(yearsmonths) : e e i o : ; i
BL: birth length; BW: birth weight; BOFC: birth occipitofrontal circumference; PH: present height; PW: present weight; POFC: present occipitofrontal circumference, and
SDS: standard deviation score.
For body features, the denominators indicate the number of patients examined for the presence or absence of each feature, and the numerators represent the number
of patients assessed to be positive for that feature.
*Mandatory criteria and ffive clinical features utilized as selection criteria for Silver-Russell syndrome proposed by Netchine et al. [14].
Significant P-values(<0.05) are boldfaced.
2placental weight SDS is ~1.68, -2.55, -2.24, -1.12, -2,14 and ~0.60 in case 46, 47, 49, 50, 51 and 52, respectively; the placental weight SDS is -1.95+0.57 in five cases
except for case 52 with mosaic upd(7)mat.
“Maternal childbearing age is 32, 32, 33, 42, 32, 34, 33, 25 and 36 years in case 44-52, respectively.
doi:10.1371/journal.pone.0060105.t002

PLOS ONE | www.plosone.org 6 March 2013 | Volume 8 | Issue 3 | e60105



manifested by case 73. In addition, cases 136-138 with slightly
elevated MIs for CG5-CG7 and CGY, and cases with multilocus
methylation abnormalities, had no particular phenotype other
than SRS-compatible clinical features.

Correlation analysis

In group 1, the mean value of the MIs for CG5-CG7 and CG9
obtained by pyrosequencing analysis was positively correlated with
the birth length and weight, the present height and weight, and the
placental weight, but with neither the birth nor the present OFC
(Table 3). Such correlations with the growth parameters were
grossly similar but somewhat different for the Mls obtained by
COBRA (Table S5). Furthermore, the placental weight was
positively correlated with the birth weight and length, but not with
the birth OFC. Such positive correlations were not found in
groups 2 and 3.

Discussion

The present study identified hypomethylation of the H79-DMR
and upd(7)mat in 31.2% and 6.5% of 138 Japanese SRS patients,
respectively. In this regard, the normal KvDMRI1 methylation
patterns indicate that the aberrant methylation in 43 cases of
group 1 is confined to the H/9-DMR. Furthermore, oligoarray
CGH excludes copy number variants involving the HI9-DMR,
and microsatellite analysis argues against segmental maternal
isodisomy that could be produced by post-fertilization mitotic
error [26]. These findings imply that the H79-DMR hypomethy-
lation is due to epimutation (hypomethylation of the normally
methylated H79-DMR of paternal origin).

The frequency of epimutations detected in this study is lower
than that reported in Western European SRS patients [1,2,14],
although the frequency of upd(7)mat is grossly similar between the
two populations [2,11,14,27,28]. In this context, it is noteworthy
that, of the five scoring system criteria, the frequencies of relative
macrocephaly at birth and body asymmetry were low in group 3,
while those of the remaining three scoring system criteria were
similar among groups 1-3. Since relative macrocephaly and body
asymmetry are characteristic of H79-DMR epimutation, the lack
of these two features in a substantial fraction of cases in group 3
would primarily explain the low frequency of HI9-DMR

Table 3. Correlation analyses in patients with H79-DMR
hypomethylations.

Parameter 1 Parameter 2 P-value

Methylation index (%)* vs. Birth length (SDS)

Birth weight (SDS)

Birth weight (SDS)
rth length
Birth OFC (SDS)

Placental weight (SDS) vs.

0.400

SDS: standard deviation score; and OFC: occipitofrontal circumference.
*The mean value of Mis for CG5, CG6, CG7, and CG9 obtained by
pyrosequencing analysis.

Significant P-values(<0.05) are boldfaced.
doi:10.1371/journal.pone.0060105.t003
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epimutations in this study. In group 3, furthermore, the low
prevalence of relative macrocephaly at birth appears to be
discordant with the high prevalence of prominent forehead during
early childhood. Since relative macrocephaly was evaluated by an
objective method (SDS for birth length or birth weight minus SDS
for birth OFC=-1.5) and prominent forehead was assessed by a
subjective impression of different clinicians, it is recommended to
utilize relative macrocephaly as a more important and reliable
feature in the scoring system than prominent forehead. In
addition, the difference in the ethnic group might also be relevant
to the low frequency of H79-DMR epimutations in this study.

Epigenotype-phenotype correlations in this study are grossly
similar to those previously reported in Western European SRS
patients [1~3]. Cases 1-43 in group 1 with A19-DMR epimuta-
tion had more reduced birth weight and length, more preserved
birth OFC and more reduced present OFC, more frequent body
features, and less frequent speech delay than case 44-52 in group 2
with upd(7)mat, although the difference in the prevalence of
somatic features appears to be less remarkable in this study than in
the previous studies [3,4]. This provides further support for the
presence of relatively characteristic clinical features in H79-DMR
epimutation and upd(7)mat [1-3]. In this context, previous studies
have indicated biallelic IGF2 expression in the human fetal
choroid plexus, cerebellum, and brain, and monoallelic IGF2
expression in the adult brain, while the precise brain tissue(s) with
such a unique expression pattern remains to be clarified
[29,30,31]. This may explain why the birth OFC is well preserved
and the present OFC is reduced in group 1. However, since the
difference in present OFC between groups 1 and 2 is not
necessarily significant in the previous studies {32], the postnatal
OFC growth awaits further investigations.

Placental weight was similarly reduced in groups 1 and 2. Thus,
placental weight is unlikely to represent an indicator for the
discrimination between the two groups, although the present data
provide further support for imprinted genes being involved in
placental growth, with growth-promoting effects of PEGs and
growth-suppressing effects of MEGs [5,6]. It should be pointed out,
however, that the placental hypoplasia could be due to some other
genetic or environmental factor(s). In particular, while placental
weight was apparently similar among cases of group 2, possible
confined placental mosaicism [33,34] with trisomy for chromo-
some 7 may have exerted some effects on placental growth in cases
with trisomy rescue type upd(7)mat.

Correlation analysis would imply that the /GF2 expression level,
as reflected by the MI of the H79-DMR, plays a critical role in the
determination of pre- and postnatal body (stature and weight) and
placental growth in patients with H79-DMR epimutation. Since
the placental weight was positively correlated with the birth length
and weight, the reduced IGF2 expression level appears to have a
similar effect on the body and the placental growth. Furthermore,
the lack of correlations between the MI and birth and present
OFC and between placental weight and birth OFC would be
compatible with the above mentioned /GF2 expression pattern in
the central nervous system [29]. Although the MI would also
reflect the HI19 expression level, this would not have a major
growth effect. It has been implicated that 79 functions as a tumor
suppressor [35,36].

Multilocus analysis revealed co-existing hyper- and hypomethy-
lated DMRs predominantly in cases of group 1, with frequencies
of 35.7% of examined patients and 2.4% of examined DMRs. The
results are grossly consistent with the previous data indicating that
co-existing abnormal methylation patterns of DMRs are almost
exclusively identified in patients with 79-DMR epimutation with
frequencies of 9.5~30.0% of analyzed patients and 1.8~5.2% of a
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total of analyzed DMRs [7-9]. Notably, the co-existing methyl-
ation abnormalitics were predominantly observed as mild
hypermethylations of maternally methylated DMRs and were
restricted to a single DMR or two DMRs in patients with
multilocus abnormalities. Such findings are obviously inexplicable
not only by assuming a JFP57 mutation that is known to cause
severely abnormal methylation patterns of multiple DMRs or a
ZACI mutation that may affect methylation patterns of multiple
DMRs [37-39], but also by assuming defective maintenance of
methylation in the postzygotic period [7]. Thus, some factor(s)
susceptible to the co-occurrence of hypomethylation of the H19-
DMR and hypermethylation of other DMR(s) might be operating
during a gametogenic or postzygotic period in cases with H79-
DMR epimutation.

The patients with multilocus methylation abnormalities had no
specific clinical features other than SRS-compatible phenotype.
Previous studies have also indicated grossly similar SRS-like
phenotype between patients with monolocus and multilocus
hypomethylations [7], although patients with multilocus hypo-
methylation occasionally have apparently severe clinical pheno-
type [7]. These findings would argue for the notion that the /79~
DMR epimutation has an (epi)dominant clinical effect. Indeed,
HI19-DMR hypomethylation has led to SRS-like phenotype in a
patient with parthenogenetic chimerism/mosaicism [21], whereas
HI19-DMR  hypermethylation has resulted in Beckwith-Wiede-
mann syndrome-like phenotype in patients with androgenetic
mosaicism [40].

An extremely hypomethylated ARHI-DMR was found in case
13. In this regard, it is known that ARHI with a potentially cell
growth suppressor function is normally expressed from paternally
inherited chromosome with unmethylated ARHI-DMR  [41].
Indeed, hypermethylation of the ARHI-DMR, which is predicted
to result in reduced expression of ARHI, has been identified as a
tumorigenic factor for several cancers with an enhanced cell
growth function [42,43]. Thus, it is possible that hypomethylation
of the ARHI-DMR has led to overexpression of ARHI, contrib-
uting to the development of typical SRS phenotype in the presence
of a low but relatively preserved MI of the H19-DMR in case 13.

Oligonucleotide array CGH identified a ~3.86 Mb deletion at
chromosome 17g24 in case 73 of group 3. This provides further
support for the presence of rare copy number variants in several
SRS patients and the relevance of non-imprinted gene(s) to the
development of SRS [10]. Interestingly, the microdeletion overlap
with that identified in a patient with Carney complex and SRS-like
features [44], and the overlapping region encompasses a ~65 kb
segment defining the breakpoint of a de novo reciprocal transloca-
tion mvolving 17q23-q24 i a patient with SRS-like phenotype
(Figure 4) [45,46]. Furthermore, the translocation breakage has
affected KPNAZ involved in the nuclear transport of proteins [46—
48]. Thus, KPNA2 has been regarded as a candidate gene for SRS,
although mutation analysis of KPNAZ2 has failed to detect a disease-
causing mutation in SRS patients [49].

Lastly, it would be worth discussing on the comparison between
pyrosequencing analysis and COBRA. Since the same 43 patients
were found to have low MIs by both analyses, this implies that
both methods can be utilized as a diagnostic tool. While the
distribution of the MIs was somewhat different between the two
methods, this would primarily be due to the difference in the
employed methods such as the hybridization efficiency of utilized
primers. Importantly, pyrosequencing analysis was capable of
studying plural CpG dinucleotides at the CTCF6 binding site,
whereas COBRA examined only single CpG dinucleotides outside
the CTCF6 binding site. Thus, the MIs obtained by pyrosequenc-
ing analysis would be more accurate than those obtained by
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COBRA in terms of IGF2 expression levels, and this would
underlic the reasonable corrclations of Mls yielded by pyrose-
quencing analysis with body and placental growth parameters.

In summary, the present study provides useful information for
the definition of molecular and clinical findings in SRS. However,
several matters still remain to be clucidated, including underlying
mechanisms in SRS patients with no H79-DMR epimutation or
upd(7ymat and the DMR(s) and imprinted gene(s) responsible for
the development of SRS in patients with upd(7)mat. Furthermore,
while advanced maternal age at childbirth has been shown to be a
predisposing factor for the development of upd(15)mat because of
increased non-disjunction at meiosis 1 [50], such studies remain
fragmentary for upd(7)mat, primarily because of the relative
paucity of upd(7)mat. Further studies will permit a better
characterization of SRS.

Supporting Information

Figure S1 Methylation analysis of the KvDMR1 using COBRA.
A. Schematic representation of the KvDMRI1. A 326 bp region
harboring 24 CpG dinucleotides was studied. The cytosine
residues at the CpG dinucleotides are usually methylated after
paternal transmission (filled circles) and unmethylated after
maternal transmission (open circles); after bisulfite treatment, this
region is digested with Hpy188I when the cytosine at the 5th CpG
dinucleotide (indicated with a green rectangle) is methylated and
with Egl when the cytosines at the 22nd CpG  dinucleotide
(indicated with a pink rectangle) is methylated. KCNQJOT1 is a
paternally expressed gene, and KCNQ/ and CDENIC are
maternally expressed genes. B. Representative COBRA results.
U: unmethylated clone specific bands; M: methylated clone
specific bands; and BWS: Beckwith-Wiedemann syndrome patient
with upd(11pl3)pat. C. Histograms showing the distribution of the
MiIs (the horizontal axis: the methylation index; and the vertical
axis: the patient number).

(TIF)

Table S1 Primers utilized in the methylation analysis and
microsatellite analysis.

(XLS)

Table 82 The results of microsatellite analysis.

(XLSX)

Table 83 Methylation indices for multiple differetially methyl-

ated resions (DMRs) obtained by COBRA in 38 patients with
Silver-Russell syndrome.

(XLSX)

Table $4 Clinical findings in two unique patients.
DOC)

Table 85 Correlation analyses in patients with H19-DMR
hypomethylations.
(DOC)
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The association between maternal insulin resistance in
mid-pregnancy and neonatal birthweight in uncomplicated

pregnancies

Hiroshi Yamashita, Ichiro Yasuhi, Masashi Fukuda, Yukari Kugishima, Yuki Yamauchi, Akiko Kuzume,
Takashi Hashimoto, So Sugimi, Yasushi Umezaki, Sachie Suga and Nobuko Kusuda

Department of Obstetrics and Gynecology, NHO Nagasaki Medical Center, Omura 856-8562, Japan

Abstract. There have been few studies performed to address the association between the degree of physiological increase
in maternal insulin resistance during pregnancy and neonatal birthweight in non-diabetic pregnancy. We attempted to
determine whether maternal insulin resistance, as measured by homeostasis model assessment-insulin resistance (HOMA-
IR), in mid-pregnancy is associated with neonatal birthweight in normal pregnancies. In this retrospective observational
study, we measured HOMA-IR in singleton healthy pregnant women who underwent a 75 g oral glucose tolerance test
(OGTT) in mid-pregnancy because of a positive diabetes screen. Using multivariate analyses to adjust for maternal parity,
pre-gestational obesity, gestational weight gain, plasma glucose levels, and gestational age at delivery, we tested the
association between HOMA-IR and birthweight in their offspring. We also tested the association HOMA-IR and a risk of
large-for-gestational-age (LGA) infants. In 655 Japanese women, HOMA-IR was positively associated with birthweight
after adjusting for these confounders (»<0.05). A higher HOMA-IR was significantly associated with an increased
incidence of LGA infants with an adjusted odds ratio of 1.53 (95% confidence interval, 1.10-2.15) per 1 unit of HOMA-IR.
The degree of maternal insulin resistance in mid-pregnancy was associated with birthweight and the risk of giving birth to

an LGA infant in normal pregnancies, independent of maternal obesity and glucose levels.

Key words: Insulin resistance, HOMA-IR, Pregnancy, Birthweight, Macrosomia

IN COMPARISON with the non-pregnant state, the
postprandial glucose concentration is elevated in preg-
nant subjects, especially during late pregnancy [1].
Postprandial maternal hyperglycemia is thought to
accelerate glucose transfer from mother to fetus, which
guarantees normal fetal growth during pregnancy. An
increase in maternal insulin resistance during preg-
nancy manifests in early gestation [2], and causes
physiological maternal postprandial hyperglycemia.
Accordingly, the degree of maternal insulin resistance
manifested during pregnancy is theoretically associ-
ated with the degree of glucose flux from mother to
fetus. Gestational diabetes mellitus (GDM) is a typi-
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cal example. Accompanied with beta cell dysfunction,
excessive manifestation of insulin resistance during
pregnancy is associated with the development of GDM
[3]. In women with GDM, it is thought that maternal
hyperglycemia leads to fetal hyperglycemia and hyper-
sulinemia, which cause fetal macrosomia. Excessive
insulin resistance during pregnancy is also observed in
obese subjects without abnormal glucose tolerance [4],
and fetal macrosomia is also common in these patients.

However, to the best of our knowledge, there have
been few studies performed to address the association
between the degree of physiological increase in mater-
nal insulin resistance during pregnancy and neonatal
birthweight in non-diabetic pregnancy. The aim of
this study was to determine whether elevated mater-
nal insulin resistance, as measured by the homeosta-
sis model assessment-insulin resistance (HOMA-IR)
in the second and third trimesters, is associated with
increased neonatal birthweight, and therefore a risk of
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macrosomic infants after controlling for maternal obe-~
sity and plasma glucose (PG) levels in uncomplicated
healthy pregnancies.

Material and Methods

This was a retrospective study using our GDM
screening database over a six-year period from 2004
to 2009 at the Nagasaki Medical Center. This study
was approved by the Institutional Review Board of
Nagasaki Medical Center with written informed con-
sent obtained from all subjects. All pregnant subjects
were screened for GDM between the second and third
trimesters using a 50 g glucose challenge test (GCT).
In subjects with a positive GCT (= 135 mg/dL), we per-
formed a 75 g oral glucose tolerance test (OGTT) after
an overnight fast. Among the subjects who underwent
OGTT during the trimesters, we included only those
with healthy singleton pregnancies with normal OGTT
results as determined by Japan Society of Obstetrics
and Gynecology (JSOG) criteria [5]. We defined a
normal OGTT test result as all three normal values
of <100 mg/dL at fasting, <180 mg/dL at 1-hour, and
<150 mg/dL at 2-hour after a 75 g oral glucose loading.
We did not apply the new diagnostic criteria, i.e. the
International Association of Diabetes and Pregnancy
Study Groups (JADPSQ) criteria [6] during the study
period, because it was not adopted by the JSOG until
June, 2010. At the time of OGTT, we also measured
serum immunoreactive insulin (IRI) concentrations at
fasting. We used HOMA-IR as a surrogate index of
maternal insulin resistance, which was calculated by
the equation {[fasting PG level}(mg/dL) x [fasting IRI
level}(uU/mL)/405}. We defined large-for-gestational
age (LGA) infants by using the 90th percentile of the
standard Japanese infantile growth curve [7].

We excluded patients with GDM in order to avoid
treatment bias, as we treated the patients with the
aim of preventing perinatal complications associated
with GDM, including neonatal macrosomia. We also
excluded women with hypertensive disorders, other
maternal medical complications, including systemic
lupus erythematosus and thyroid disease, and those
with fetal malformation. In the remaining patients, we
examined the association between the neonatal birth-
weight and predictive variables, including maternal PG
and HOMA-IR at OGTT, parity, pre-pregnancy body
mass index (BMI), and weight gain during pregnancy
by using univariate regression analysis after adjusting
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for gestational age (GA) at delivery. Then we tested
the association between the maternal HOMA-IR and
neonatal birthweight by multivariate regression analy-
sis to adjust for confounding variables, including par-
ity, pre-pregnancy BMI, weight gain during pregnancy,
glucose values at OGTT, and GA at delivery. We also
examined the association between maternal HOMA-IR
and risk for LGA infants by using multiple logistic
regression models after adjusting for these confound-
ers. A p-value < 0.05 was considered to be significant.

Results

The maternal characteristics, results of 75 g OGTT,
and neonatal outcomes of the 655 Japanese women
involved in this study are summarized in Table 1.
Mean GA at the time of OGTT was 28.3£6.3 weeks
of gestation, and 224 (34%) and 431 (66%) subjects
had the 75 g OGTT in their second and third trimes-
ter, respectively. Mean HOMA-IR among all subjects
was 1.4+0.8. Since the mean HOMA-IR values were
1.34+0.92 and 1.46+0.79 in the second and third tri-
mesters, respectively, and these were not significantly
different (p=0.38), we combined the data together for
the analysis.

In the univariate analysis after adjusting for GA
at delivery, parity (multipara vs. primipara, 7°=0.35,
p=0.001), pre-pregnancy BMI (+*=0.36, p<0.001),
weight gain during pregnancy (*=0.37, p<0.001),

Table 1 Maternal characteristics, results of the 75 g OGTT, and
neonatal outcomes (n1=655)

Mean+SD or N (%)

GA at delivery (wk)
Birth weight ()
LGA infants (%)

91 (13.9%)

BMI, body mass index; GA, gestational age; PG, plasma glucose;
IRI, immunoreactive insulin, HOMA-IR, homeostasis model
assessment-insulin resistance; LGA, large-for-gestational age.




