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Glucocorticoids accelerate maturation of the heme pathway in fetal liver through
effects on transcription and DNA methylation
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ABSTRACT

ARTICLE HISTORY

Glucocorticoids are widely used in threatened preterm labor to promote maturation in many organ
systems in preterm babies and have signiﬁcant beneﬁcial effects on morbidity and mortality. We
performed transcriptional proﬁling in fetal liver in a rat model of prenatal glucocorticoid exposure and
identiﬁed marked gene expression changes in heme biosynthesis, utilization, and degradation pathways
in late gestation. These changes in gene expression associated with alterations in DNA methylation and
with a reduction in hepatic heme concentration. There were no persistent differences in gene expression,
DNA methylation, or heme concentrations at 4 weeks of age, suggesting that these are transient effects.
Our ﬁndings are consistent with glucocorticoid-induced accelerated maturation of the haematopoietic
system and support the hypothesis that glucocorticoids can drive changes in gene expression in
association with alterations in DNA methylation.
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Introduction
The ability of glucocorticoids to function as promoters of
maturation in organ systems is widely exploited pharmacologically as a treatment for women with threatened preterm
labor with signiﬁcant beneﬁcial effects on morbidity and
mortality in babies born preterm.1 The major reason underpinning the use of antenatal glucocorticoids is to enhance
lung maturation,1 and glucocorticoids induce the expression
of genes involved in many processes in the developing lung,
including the synthesis of surfactant proteins.2,3 However,
glucocorticoids are also known to stimulate maturation in
many other differentiating tissues, including the liver, pancreas, kidney, and heart.4
In order to understand the mechanisms by which glucocorticoids affect fetal development and maturation, a number of animal models have been developed.5 Using one such
model, in which pregnant rat dams are treated with the
synthetic glucocorticoid Dexamethasone (Dex) during the
last week of pregnancy, we have previously shown that prenatal glucocorticoid overexposure alters the expression of
candidate genes in fetal liver.6-8 In this study, we set out to
identify additional pathways that are affected by prenatal
glucocorticoid exposure by performing transcriptional proﬁling in late gestation fetal liver at embryonic day (e)20
from prenatally glucocorticoid-exposed rats. To determine
whether changes were persistent, we also analyzed candidate
gene expression in liver at 4 weeks of age. Since a growing
number of studies, including in this model, suggest that
early life exposure to glucocorticoid excess may drive
changes in gene expression through alterations in the
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epigenome, particularly DNA methylation changes,6,9,10 we
additionally performed analysis of DNA methylation at promoters of differentially expressed candidate genes.

Results
Dex-exposed males exhibit transcriptional changes in the
liver heme pathway at e20
A total of 134 genes were differentially expressed between Dex
and Veh male liver (P < 0.01 and a difference of 10% or
greater). Pathway analysis using the GeneGo tool revealed
marked gene expression changes in heme biosynthesis, utilization, and degradation pathways (Supplementary Fig. 1A and
B). Quantitative PCR validation conﬁrmed that Dex exposure
was associated with decreased expression of 4 genes involved
in the heme biosynthesis pathway (Alad: 1.9-fold, P D 0.005,
Cpox: 2-fold, P D 0.0006, and Urod: 1.9-fold, P D 0.0001, and
the rate-limiting enzyme Alas2: 1.4-fold, P D 0.03) (Fig. 1A).
Dex exposure also decreased the expression of Biliverdin
reductase B (Blvrb), which is involved in heme degradation
(1.7 fold, P D 0.001) (Fig. 1A). In contrast, Dex exposure was
associated with increased expression of mRNA encoding the
heme-containing cytochrome P450 2C23 enzyme (Cyp2c23:
1.9-fold, P D 0.003) (Fig. 1A). The experiment was not
designed to analyze the changes in gene expression over time
so we are unable to compare pre- and post-natal gene expression directly. However, none of the expression changes identiﬁed at e20 was maintained at 4 weeks of age, although we
identiﬁed increased expression of Hmbs postnatally (Fig. 1B).
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Figure 1. Prenatal glucocorticoid overexposure is associated with altered expression of genes in the heme pathway at embryonic day (e)20 but not at 4 weeks. A) Gene
expression at e20. B) Gene expression at 4 weeks. nD8 per group at each time point. Data are mean § SEM. P < 0.05, P < 0.01.

DNA methylation changes in alternative promoters
of Hmbs and Alad may facilitate expression differences
at e20
Two genes in the heme synthesis pathway, Alad and Hmbs,
have erythroid-speciﬁc and housekeeping isoforms, the

expression of which are driven from different promoters.
Given the changes in Alad gene expression at e20, we proceeded to analyze DNA methylation at the alternate promoters of both genes. The housekeeping promoters for both
Alad and Hmbs are constitutively unmethylated, and there
was no difference in methylation levels between the two

Table 1. Primer details for qPCR and pyrosequencing analysis.
qPCR analysis
Gene
Alas2
Cpox
Urod
Alad
Hmbs
Cyp2c23
Pyrosequencing
Gene
Alad P1
Alad P2
Alad GB
Hmbs P1
Hmbs P2
Hmbs GB
Cyp2c23 P1
Cyp2c23 P2
Cyp2c23 GB

Forward

Reverse

UPL probe

caggggctttcctgttatcc
gtcctgaagcacacaggtga
ttagcaatgtagcgctgtgg
gcctttgatctcaggactgc
tccctgaaggatgtgcctac
ccctcgggactacattgact

tgttgagtgccgcattacc
tctgccctctggttttctgt
tctaggaagagattggtcgactg
ggggtgcaaagtaggtgatg
acaagggttttcccgtttg
gatggaactcagacttcaggttg

5
10
84
109
79
63

Forward
gtttagaagggagtgtaggttgta
ttgagatagggttggttttgaatt
ataagtggaagtttggggaaat
ggttttttggagtttgtagaag
tgagtgggagggttgtata
aggtagaataagtgggaagtagaa
aggggaagtattttttgtataggtat
agggttaaaatggagttgttgg
gttagggttttgtagtgttttaagt

Reverse
ctaccaaaaaccctactcaccacc
ccccacaaaaactctataactaacc
attaatacactcaccatcctaatca
aactcccaccccatataccttcaat
atctatcctaccccaacctct
tcaataccattatcctaactataactaacc
tccccactttaaaacacattccttatt
ccccctaatacccaattttatccacacta
tttccctatatcattaaaatctttct

Sequencing
ggagtgtaggttgtatttt
ggatgattatggatttttga
caaaaacaaacaaattaaacaatat
tttggagtttgtagaagt
aatgataaggtttattagttttaag
gggaagtagaataggg
agtattttttgtataggtatgtt
atggagttgttggga
ttggataaattattatatttttttg
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Table 2. DNA methylation at the housekeeping promoters of Alad and Hmbs.

Alad
Hmbs

Veh
Dex
Veh
Dex

CpG1

CpG2

CpG3

CpG4

0.78 § 0.16
0.78 § 0.18
0.53 § 0.03
0.47 § 0.04

0.93 § 0.19
0.94 § 0.19
0.44 § 0.07
0.26 § 0.07

0.69 § 0.13
0.72 § 0.14
0.61 § 0.03
0.64 § 0.03

1.36 § 0.21
1.08 § 0.20
0.52 § 0.03
0.46 § 0.02

Data are expressed as % methylation § SEM

groups (Table 2). In contrast, at e20, DNA methylation was
signiﬁcantly increased in Dex-exposed animals at the erythroid-speciﬁc promoter of both genes (Fig. 2A and B).
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There were no differences in DNA methylation in the gene
body (Fig. 2C and D). There were no persistent differences
in DNA methylation at 4 weeks (Fig. 2E-H).

Dex exposure is associated with DNA methylation changes
in the Cyp2c23 promoter and gene body
Given the increase in Cyp2c23 expression at e20 we proceeded to investigate DNA methylation at the Cyp2c23 promoter and gene body. At e20, Dex exposure was associated
with decreased DNA methylation at the Cyp2c23 promoter
(4 CpGs out of 6 tested), but with increased DNA

Figure 2. DNA methylation at Alad and Hmbs. Pyrosequencing analysis showed increased DNA methylation at the erythroid promoter of (A) Alad and (B) Hmbs in Dexexposed fetuses, and absence of any differences in DNA methylation in gene bodies of (C) Alad and (D) Hmbs gene bodies. At 4 weeks, there were no persistent differences in DNA methylation at the erythroid promoters of (E) Alad and (F) Hmbs or in the gene bodies of (G) Alad or (H) Hmbs. Data are mean § SEM. P < 0.05, P < 0.01.
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methylation in the Cyp2c23 gene body (Fig. 3A and B).
DNA methylation at the Cyp2c23 gene promoter decreased
between e20 and 4 weeks of age and, although DNA methylation differences present at e20 were not persistent, a new
difference emerged at a single CpG at 4 weeks (Fig. 3C). In
contrast, DNA methylation increased in the Cyp2c23 gene
body over time and there was a persistent difference in
DNA methylation at a single CpG (Fig. 3D).
Dex exposure decreases hepatic heme concentrations
at e20
In order to identify potential functional consequences of
alterations in gene expression and DNA methylation
changes in genes important in the heme pathway, we
quantiﬁed heme concentrations in the liver. At e20, Dex
exposure reduced liver heme protein content by 1.6-fold
(Veh 26.7 § 4.2 vs. Dex 16.6 § 1.7 mM/mg; P D 0.048).
While liver heme protein content was reduced in the postnatal
samples compared to e20, there were no persistent differences
between groups (Veh 10.1§0.6 vs. Dex 9.4 § 0.4 mM/mg).

Discussion
Here we have shown that prenatal glucocorticoids impact the
heme pathway in fetal liver at multiple levels with effects on
gene transcription, DNA methylation, and hepatic heme content. During mammalian development, hematopoiesis initiates
at multiple times and locations: in early development, hematopoiesis occurs in the yolk sac, allantois, placenta, and aorta–
gonad–mesonephros, followed by a shift to fetal liver (from day
e11–12 in mice and by 5 weeks post-conception in humans).11

In mice, hematopoiesis begins to occur in the spleen from day
e14 and in the bone marrow from e18. In humans, hematopoiesis moves from the fetal liver to the bone marrow at »12 weeks
post-conception. Although in postnatal life most heme synthesis occurs in developing red cells in the bone marrow, the formation of heme-containing enzymes, including the cytochrome
P450 enzymes, persists in the liver.12 In our study, expression
microarray and qPCR analysis of gene expression at e20
revealed that prenatal Dex was associated with decreased
expression of genes involved in heme synthesis in rat liver.
These results suggest that the transition from liver to bone marrow hematopoiesis is accelerated with Dex treatment; this is
supported by our ﬁndings of lower hepatic heme following Dex
exposure. These changes appear to be transient, however, since
there were no persistent differences in gene expression or
hepatic heme concentrations at 4 weeks of age.
Two of the genes involved in heme synthesis, Alad and
Hmbs, utilize alternative promoters allowing erythroid-speciﬁc
and non-erythroid regulation.12 Transcription of the full-length
isoforms is regulated by housekeeping promoters, which overlap CpG islands and are expressed in all tissues, whereas tissuespeciﬁc promoters regulate transcription of the shorter isoforms, which are expressed only in erythroid cells.13,14 As
expected, given that they overlap CpG islands, the housekeeping promoters of Alad and Hmbs were unmethylated. In contrast, the erythroid cell speciﬁc promoter of Alad showed
modest but signiﬁcant differences in DNA methylation, which
correlated with the observed changes in gene expression.
Although there were no signiﬁcant changes in Hmbs expression, we also observed an increase in DNA methylation at the
erythroid cell speciﬁc promoter, suggesting a shift away from
erythroid-speciﬁc expression. These differences in DNA

Figure 3. DNA methylation at Cyp2c23. Pyrosequencing analysis showed decreased DNA methylation in the (A) Cyp2c23 promoter and increased methylation in the (B)
Cyp2c23 gene body in Dex-exposed fetuses. At 4 weeks, DNA methylation was increased at a single CpG in the (C) Cyp2c23 promoter and (D) Cyp2c23 gene body in Dexexposed fetuses. Data are mean § SEM. P < 0.05, P < 0.01.
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methylation were not persistent at four weeks of age, at which
time DNA methylation levels were much higher than at e20,
consistent with the postnatal silencing of erythroid cell speciﬁc
promoter driven gene expression.
The peak expression of Cyp2c23 occurs around the time of
birth 15,16 so that the Dex-induced increase in expression at e20
again suggests premature maturation. Since heme is required
for incorporation into cytochrome enzymes, including
Cyp2c23 in hepatocytes, increased utilization could be an additional explanation for the decreased hepatic heme concentrations at e20. The decrease in Cyp2c23 promoter DNA
methylation and increased methylation in the gene body are
consistent with the observed increase in gene expression. In
contrast to the lack of DNA methylation changes at Alad and
Hmbs at 4 weeks of age, there was a persistent difference in
DNA methylation at a single CpG in the Cyp2c23 promoter at
4 weeks and a new difference emerged at one CpG in the
Cyp2c23 gene body. Nevertheless, the signiﬁcance of these
changes at 4 weeks is unclear since there was no difference in
gene expression at this time.
Our data for the Cyp2c23 promoter, suggesting that glucocorticoids associate with alterations in DNA methylation that
may facilitate gene transcription are in agreement with previous
studies showing that glucocorticoids induce demethylation of
the hepatic tyrosine aminotransferase gene promoter in late
gestation, which is permissive for transcription factor binding
17
and the induction of transcription in early postnatal life in
response to hypoglycemia.18 However, glucocorticoids both
stimulate and repress gene transcription,19 so that both
decreases and increases in DNA methylation might be expected
to occur as a consequence of glucocorticoid exposure. Thus, in
contrast to the decrease in DNA methylation observed at the
Cyp2c23 promoter, increased methylation was observed in
association with repression of transcription, most notably at
the erythroid-speciﬁc promoter of Alad. Although the changes
in DNA methylation were modest, they are consistent with
other studies showing effects of the prenatal environment.20
Additionally, for Alad and Hmbs, the normal increase in DNA
methylation at the erythroid-speciﬁc promoters between e20
and 4 weeks further supports the suggestion that glucocorticoids induce early maturation of this pathway.
Although the main reason for antenatal glucocorticoid use
in the context of threatened preterm labor is for enhancement
of fetal lung maturation,1 glucocorticoids also stimulate maturation in other tissues 4 and our study provides further evidence
for effects on the fetal liver. At around the time of birth, the
liver switches from an organ involved in hematopoiesis to one
primarily involved in metabolism, with functions including
detoxiﬁcation, regulation of glycogen storage and protein synthesis. Previous studies in the model used here have shown that
prenatal glucocorticoid exposure stimulates the premature production of the hepatic gluconeogenic enzyme phosphoenolpyruvate carboxykinase, erythropoietin, and the transcription
factor HNF4a.7 Our data, suggesting that glucocorticoids also
promote early maturation of hematopoiesis, is consistent with
data from primary fetal hepatic cell culture, in which glucocorticoids are associated with suppression of in vitro hematopoiesis.21 Taken together, these results suggest that glucocorticoidinduced fetal hepatic maturation is associated with the
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termination of hematopoiesis and the relocation of haematopoietic cells. These changes may be beneﬁcial in the context of
preterm birth, promoting maturation of metabolic function
and facilitating adaptation to the extrauterine environment.
There are, however, ongoing concerns about the long-term
effects of prenatal glucocorticoid overexposure, particularly
with repeated dosing.1 Our data suggest that the majority of
glucocorticoid-induced changes in gene transcription and
DNA methylation in relation to the heme pathway are not persistent, at least up to 4 weeks of age. Nevertheless, there were
some persistent changes in DNA methylation in the Cyp2c23
promoter and gene body. Cyp2c enzymes epoxidise arachidonic
acid to metabolites involved in the regulation of vascular and
renal function 22 and, since prenatal glucocorticoid overexposure is associated with the development of hypertension in
adulthood,23 persistent effects on Cyp2c23 expression or DNA
methylation may deserve further investigation. Although these
persistent changes were CpG speciﬁc, previous studies have
suggested that site-speciﬁc differences in DNA methylation
may be important in mediating changes in the postnatal
phenotype.20,24,25
In conclusion, our data showing that prenatal glucocorticoids induce changes in gene expression and DNA methylation
at key genes in the heme biosynthesis pathway suggest a mechanism through which glucocorticoids associate with accelerated
maturation.

Material and methods
Animals and tissues
Pregnant female Wistar rats were injected subcutaneously with
either Dex (100 mcg/kg in 0.9% saline containing 4% ethanol)
or with equivalent volume of vehicle (Veh; 0.9% saline containing 4% ethanol) administered daily between 0800 and 0900
from e15 to e21 inclusively. Our previous studies in this model
have shown that this dose of Dex reduces birth weight without
affecting litter size or gestation length.26 A subgroup of pregnant females were killed at e20 (8 Dex and 8 Veh). Males were
identiﬁed by visual inspection (ano-genital distance) and this
was then conﬁrmed by PCR for the SRY gene (forward primer
ATC TTC AAG GCG CTG CAA; reverse primer CGG TGG
ACC CTG AGA TTG). Male fetal liver samples were collected
and snap-frozen on dry ice and stored at ¡80 C. All remaining
females (5 Dex and 7 Veh) were allowed to deliver their pups
naturally between e21.5 and e23.5. Litters were killed back to 8
per litter, retaining similar numbers of both sexes. At 28 days,
males were sacriﬁced by decapitation following CO2 asphyxiation. Liver was harvested, snap frozen on dry ice, and stored at
¡80 C.

Extraction of DNA and RNA samples
Genomic DNA and total RNA samples were extracted using
Qiagen DNeasy and RNeasy kits (Qiagen, Crawley, UK) following the manufacturer’s instructions. Both DNA and RNA samples were quantiﬁed using Qubit (Life Technologies Ltd,
Paisley, UK) and the integrity of DNA and RNA samples were
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analyzed by gel electrophoresis and Agilent Bioanalyzer (Agilent Technologies, Santa Clara, CA, USA).
Illumina RatRef-12 expression BeadChip array
For 3 males per group from separate litters at e20, we undertook microarray proﬁling of gene expression in fetal liver. RNA
labeling was performed on RNA (500 ng) using the Illumina®
Total Prep RNA ampliﬁcation kit (Life Technologies, Paisley,
UK) and subsequently hybridized to Illumina RatRef-12
expression BeadChip arrays as per the manufacturer’s instructions at the Wellcome Trust Clinical Research Facility, Genetics
Core, Western General Hospital, Edinburgh, UK.
Expression analysis by RT qPCR
RNA (500 ng) was reverse transcribed for both e20 and 4 weeks
postnatal samples (e20: 8 biological replicates per group from 8
Dex and 8 Veh litters; 4 weeks: 6 biological replicates per group
from 5 Dex and 6 Veh litters) using the Promega Reverse Transcription kit (Promega, Southampton, UK) and real time PCR
was performed using the UPL system from Roche Diagnostics
Ltd., using a Roche Lightcycler 480 (Roche, West Sussex, UK).
Primers were designed using Roche Universal Probe Library
Assays (Roche, West Sussex, UK) and details are given in
Table 1. Gene expression was normalized to the expression of
GAPDH (e20) or the mean of Pgk1 and YWHAZ (4 weeks).
DNA methylation analysis by bisulﬁte pyrosequencing
Genomic DNA (1mg) was subjected to bisulﬁte treatment using
the EZ-DNA methylation kit (Zymo Research, Irvine, CA,
USA) for both e20 and 4 weeks postnatal samples (e20: 8 biological replicates per group from 8 Dex and 8 Veh litters; 4
weeks: 8 biological replicates per group from 5 Dex and 7 Veh
litters). Loci of interest were ampliﬁed using Pyrosequencing
primers (Table 1) designed using PyroMark Assay design 2.0
software (Qiagen, Crawley, UK). Data were analyzed using
PyroMark 24 software (Qiagen, Crawley, UK).
Heme measurement
Total liver heme was quantiﬁed using a QuantiChromTM
Heme Assay kit (DIHM-250) (BioAssay Systems, CA, USA) for
both e20 and 4 weeks postnatal samples (e20: 8 biological replicates per group from 8 Dex and 8 Veh litters; 4 weeks: 8 biological replicates per group from 5 Dex and 7 Veh litters). About
30 mg of liver was homogenized in 500 ml of buffer containing
100 mM K2HPO4 pH7.4 and 2 mM MgCl2. Five times diluted
homogenate was used for measuring heme, following the manufacturer’s protocol. The values were normalized to total protein content measured using the Bradford assay (BIO-RAD,
Hemel Hempstead, UK).
Data and statistical analysis
Microarray data were read and processed with the Bioconductor suite.27 The Lumi package 28 was used for preprocessing,
applying a background correction based on control probes

prior to quantile normalization. Differential expression was
assessed with a combination of fold change and a rank product
false discovery rate.29 Gene expression, site-speciﬁc DNA methylation and heme concentrations were analyzed by independent
Student t testing. Data are expressed as mean § SEM.

Disclosure of potential conﬂicts of interest
No potential conﬂicts of interest were disclosed.

Acknowledgments
AJD was supported by the MRC (G0501904) and a Scottish Senior Clinical
Fellowship (SCD/09). LL was supported by Tommy’s and a University of
Edinburgh Overseas Research Student Award. CMR was supported by a
British Heart Foundation PhD studentship (FS/10/49/28675). JRM was
supported by the Edinburgh British Heart Foundation Center for Research
Excellence Award.

References
1. McKinlay CJD, Crowther CA, Middleton P, Harding JE. Repeat antenatal glucocorticoids for women at risk of preterm birth: a Cochrane
Systematic Review. Am J Obstetr Gynecol 2011; 206(3):187–94;
PMID:21678343; http://dx.doi.org/10.1016/j.ajog.2011.07.042
2. Grier DG, Halliday HL. Effects of glucocorticoids on fetal and neonatal lung development. Treatments Respir Med 2004; 3:295–306;
PMID:15606220;
http://dx.doi.org/10.2165/00151829-20040305000004
3. Tan RC, Ikegami M, Jobe AH, Yao LY, Possmayer F, Ballard PL.
Developmental and glucocorticoid regulation of surfactant protein
mRNAs in preterm lambs. Am J Physiol 1999; 277:L1142–8;
PMID:10600884
4. Ballard PL, Ballard RA. Scientiﬁc basis and therapeutic regimens for
use of antenatal glucocorticoids. Am J Obstet Gynecol 1995; 173:254–
62; PMID:7631700; http://dx.doi.org/10.1016/0002-9378(95)90210-4
5. Khulan B, Drake AJ. Glucocorticoids as mediators of developmental
programming effects. Best Practice Res Clin Endocrinol Metab 2012;
26:689–700;
PMID:2980050;
http://dx.doi.org/10.1016/j.
beem.2012.03.007
6. Drake AJ, Liu L, Kerrigan D, Meehan RR, Seckl JR. Multigenerational
programming in the glucocorticoid programmed rat is associated with
generation-speciﬁc and parent of origin effects. Epigenetics 2011;
6:1334–43; PMID:22086116; http://dx.doi.org/10.4161/epi.6.11.17942
7. Dean S, Tang JI, Seckl JR, Nyirenda MJ. Developmental and tissuespeciﬁc regulation of hepatocyte nuclear factor 4-a (HNF4-a) isoforms in rodents. Gene Expression 2010; 14:337–44; PMID:20635575;
http://dx.doi.org/10.3727/105221610X12717040569901
8. Nyirenda MJ, Lindsay RS, Kenyon CJ, Burchell A, Seckl JR. Glucocorticoid exposure in late gestation permanently programs rat hepatic
phosphoenolpyruvate carboxykinase and glucocorticoid receptor
expression and causes glucose intolerance in adult offspring. J Clin
Invest 1998; 101:2174–81; PMID:9593773; http://dx.doi.org/10.1172/
JCI1567
9. Murgatroyd C, Patchev AV, Wu Y, Micale V, Bockmuhl Y, Fischer D,
Holsboer F, Wotjak CT, Almeida OFX, Spengler D. Dynamic DNA
methylation programs persistent adverse effects of early-life stress.
Nat Neurosci 2009; 12:1559–66; PMID:19898468; http://dx.doi.org/
10.1038/nn.2436
10. Crudo A, Petropoulos S, Moisiadis VG, Iqbal M, Kostaki A, Machnes
Z, Szyf M, Matthews SG. Prenatal synthetic glucocorticoid treatment
changes DNA methylation states in male organ systems: multigenerational effects. Endocrinol 2012; 153:3269–83; PMID:22564976; http://
dx.doi.org/10.1210/en.2011-2160
11. Wang LD, Wagers AJ. Dynamic niches in the origination and differentiation of haematopoietic stem cells. Nat Rev Mol Cell Biol 2011;
12:643–55; PMID:21886187; http://dx.doi.org/10.1038/nrm3184

EPIGENETICS

12. Ajioka RS, Phillips JD, Kushner JP. Biosynthesis of heme in mammals.
Biochimica et Biophysica Acta (BBA). Mol Cell Res 2006; 1763:723–
36; PMID:16839620; http://dx.doi.org/10.1016/j.bbamcr.2006.05.005
13. Brancaleoni V, Granata F, Colancecco A, Tavazzi D, Cappellini MD,
Di Pierro E. Seven novel genetic mutations within the 50 UTR and the
housekeeping promoter of HMBS gene responsible for the non-erythroid form of acute intermittent porphyria. Blood Cells Mol Dis
2012; 49:147–51; PMID:22748422; http://dx.doi.org/10.1016/j.
bcmd.2012.06.002
14. Kaya AH, Plewinska M, Wong DM, Desnick RJ, Wetmur JG. Human
delta-aminolevulinate dehydratase (ALAD) gene: structure and alternative splicing of the erythroid and housekeeping mRNAs. Genomics
1994;
19:242–8;
PMID:8188255;
http://dx.doi.org/10.1006/
geno.1994.1054
15. Rich KJ, Boobis AR. Expression and inducibility of P450
enzymes during liver ontogeny. Microsc Res Tech 1997; 39:424–
35; PMID:9408909; http://dx.doi.org/10.1002/(SICI)1097-0029
(19971201)39:5<424::AID-JEMT5>3.0.CO;2-G
16. Marie S, Roussel F, Cresteil T. Age- and tissue-dependent expression
of CYP2C23 in the rat. Biochim Biophys Acta 1993; 1172:124–30;
PMID:7679925; http://dx.doi.org/10.1016/0167-4781(93)90278-L
17. Thomassin H, Flavin M, Espinas ML, Grange T. Glucocorticoidinduced DNA demethylation and gene memory during development.
EMBO J 2001; 20:1974–83; PMID:11296230; http://dx.doi.org/
10.1093/emboj/20.8.1974
18. Granner DK, Hargrove JL. Regulation of the synthesis of tyrosine aminotransferase: the relationship to mRNATAT. Mol Cell Biochem
1983; 53-54:113–28; PMID:6137759
19. Rhen T, Cidlowski JA. Antiinﬂammatory action of glucocorticoids–
new mechanisms for old drugs. N Engl J Med 2005; 353:1711–23;
PMID:16236742; http://dx.doi.org/10.1056/NEJMra050541
20. Hoile SP, Lillycrop KA, Grenfell LR, Hanson MA, Burdge GC. Increasing the folic acid content of maternal or post-weaning diets induces differential changes in phosphoenolpyruvate carboxykinase mRNA
expression and promoter methylation in rats. Br J Nutr 2012; 108:852–
7; PMID:22136740; http://dx.doi.org/10.1017/S0007114511006155
21. Kinoshita T, Sekiguchi T, Xu MJ, Ito Y, Kamiya A, Tsuji K, Nakahata T,
Miyajima A. Hepatic differentiation induced by oncostatin M attenuates

22.

23.

24.

25.

26.

27.

28.

29.

109

fetal liver hematopoiesis. Proc Natl Acad Sci U S A 1999; 96:7265–70;
PMID:10377403; http://dx.doi.org/10.1073/pnas.96.13.7265
Barbosa-Sicard E, Markovic M, Honeck H, Christ B, Muller DN,
Schunck WH. Eicosapentaenoic acid metabolism by cytochrome P450
enzymes of the CYP2C subfamily. Biochem Biophys Res Commun
2005; 329:1275–81; PMID:15766564; http://dx.doi.org/10.1016/j.
bbrc.2005.02.103
Kaergel E, Muller DN, Honeck H, Theuer J, Shagdarsuren E, Mullally A, Luft FC, Schunck WH. P450-dependent arachidonic acid
metabolism and angiotensin II-induced renal damage. Hypertension
2002; 40:273–9; PMID:12215466; http://dx.doi.org/10.1161/01.
HYP.0000029240.44253.5E
Klengel T, Mehta D, Anacker C, Rex-Haffner M, Pruessner JC, Pariante CM, Pace TWW, Mercer KB, Mayberg HS, Bradley B, et al.
Allele-speciﬁc FKBP5 DNA demethylation mediates gene-childhood
trauma interactions. Nat Neurosci 2013; 16:33–41; PMID:23201972;
http://dx.doi.org/10.1038/nn.3275
McGowan PO, Sasaki A, D’Alessio AC, Dymov S, Labonte B, Szyf M,
Turecki G, Meaney MJ. Epigenetic regulation of the glucocorticoid
receptor in human brain associates with childhood abuse. Nat Neurosci 2009; 12:342–8; PMID:19234457; http://dx.doi.org/10.1038/
nn.2270
Benediktsson R, Lindsay RS, Noble J, Seckl JR, Edwards CR. Glucocorticoid exposure in utero: new model for adult hypertension. Lancet
1993; 341:339–41; PMID:8094115; http://dx.doi.org/10.1016/01406736(93)90138-7
Gentleman R, Carey V, Bates D, Bolstad B, Dettling M, Dudoit S, Ellis B,
Gautier L, Ge Y, Gentry J, et al. Bioconductor: open software development for computational biology and bioinformatics. Genome Biol 2004;
5:R80; PMID:15461798; http://dx.doi.org/10.1186/gb-2004-5-10-r80
Du P, Kibbe WA, Lin SM. lumi: a pipeline for processing Illumina
microarray. Bioinformatics 2008; 24:1547–8; PMID:18467348; http://
dx.doi.org/10.1093/bioinformatics/btn224
Hong F, Breitling R, McEntee CW, Wittner BS, Nemhauser JL,
Chory J. RankProd: a bioconductor package for detecting differentially expressed genes in meta-analysis. Bioinformatics 2006;
22:2825–7;
PMID:16982708;
http://dx.doi.org/10.1093/
bioinformatics/btl476

