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Abstract 

Congenital adrenal hyperplasia (CAH) is an autosomal recessive disorder mostly caused by 

mutations in the CYP21A2 gene leading to impaired production of cortisol and aldosterone. 

Precursors in the steroidogenic pathway are shunted to pathways of androgen production and 

elevated levels of androgens may cause virilization of the external genitalia in females with 

CAH already in utero. Prenatal treatment with the synthetic glucocorticoid (GC) 

dexamethasone (DEX) can ameliorate virilization of the female fetus but because of the 

recessive mode of the inheritance of CAH and that treatment has to be initiated before the 

genotype of the fetus can be determined, the majority of the treated cases will be 

unnecessarily exposed to DEX during fetal life. Moreover, patients with CAH require GC 

replacement therapy after birth and during their life span there may be episodes of over- or 

under-treatment with a risk of developing adverse effects. Side effects of pre-and postnatal 

GC exposure may develop into chronic conditions with permanent effects on growth, 

metabolism, cognition, behavior and normal immune functioning. In this study, the effects of 

prenatal DEX treatment and postnatal GC treatment in the context of CAH were evaluated in 

a cohort of 265 individuals. The cohort comprised DEX-treated individuals with and without 

CAH, patients with CAH not prenatally treated with DEX and controls from the general 

population. The long-term impact on cognition, behavior, brain morphology, metabolism and 

DNA methylation was studied.  

Prenatal treatment with DEX was associated with cognitive impairments, particularly 

working memory. The effects seem to normalize by adult age in individuals without CAH 

who were treated with DEX during the first trimester of fetal life. In patients with CAH, 

prenatal DEX therapy was associated with reduced thickness and surface area bilaterally of a 

large area encompassing the parietal and superior occipital cortex. Moreover, the effects of 

DEX treatment on DNA methylation were associated with alterations in the DNA 

methylation profile, denoting an altered epigenetic programming of the immune system and, 

in particular, inflammation in individuals without CAH treated in the first trimester. This 

finding may confer altered risks for immune-related disorders later in life. When looking at 

the long-term outcome in patients with CAH, patients showed deficits in tests measuring 

executive functioning. Deficits in spatial working memory were associated with decreased 

white matter integrity that, in turn, was associated with lower dosages of GCs. Patients also 

showed structural alterations in the prefrontal regions involved in executive functioning and 

in areas of the parietal and superior occipital cortex involved in sensory integration. In 

addition, patients exhibited reduced cerebellar volume. In our analysis of DNA methylation 

in patients with CAH, we identified hypermethylation in two CpGs in two genes (FAIM2 and 

SFI1). Methylation was associated with the severity of CAH and brain structure, but we could 

not identify any association between methylation in these two genes and metabolic or 

cognitive outcome.   

In conclusion, this study extends our knowledge about the effects of pre-and postnatal GC 

treatment in CAH. The results have implications for the use of prenatal DEX treatment.  
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1 INTRODUCTION 

1.1 CONGENITAL ANDRENAL HYPERPLASIA 

Congenital adrenal hyperplasia (CAH) is a group of autosomal recessive disorders 

characterized by impaired adrenal cortisol synthesis. The majority of cases with CAH have 

mutations in the steroid 21-hydroxylase gene (CYP21A2) (incidence 1:9800 in Sweden), 

which leads to an enzyme block in the biosynthesis of both cortisol and the salt-retaining 

hormone aldosterone. Subsequently, the accumulation of corticosteroid precursors will be 

shunted to the androgen-producing pathway leading to various degrees of hyperandrogenic 

symptoms. Depending on the genotype, the severity of the phenotype ranges from mild/late-

onset/non-classic (NC) CAH to the more severe classic form with or without salt-wasting 

(SW) (simple virilizing, SV or SW CAH) A newborn child with SW CAH will die in 

circulatory shock because of an adrenal salt-losing crisis during the first weeks of life if 

glucocorticoid (GC) replacement therapy is not initiated Moreover, girls affected with classic 

CAH are born with virilized external genitalia due to the excess of androgens produced by the 

adrenal cortex, sometimes to such an extent that sex assignment of the new-born child may be 

difficult to ascertain [1-3].  

In more than 95% of all patients with CAH, 10 common mutations are usually identified as 

the cause; however, over 200 CYP21A2 mutations have been identified thus far. In CAH, 

there is generally a good correlation between genotype and phenotype, with the mildest 

mutated allele determining the severity of the disorder [4-6]. There is some variability, 

however: for example, patients with the I2splice mutation may develop either SV or SW 

CAH [6]. For more rare mutations, large groups of patients are not available for clinical 

investigation. In these cases, in vitro analysis can be used as a complement in disease 

classification [7-9].  

Postnatal treatment for patients with CAH constitutes life-long GC replacement therapy with 

an attempt to mimic the physiological levels following the circadian rhythm. If the child has 

the classic form of CAH, substitution with fludrocortisone may be necessary to prevent a salt-

losing crisis. Furthermore, neonates with SW CAH are at risk of circulatory shock during the 

first weeks of life if GC replacement therapy is not instituted [1]. For this reason, several 

countries, including Sweden, have introduced neonatal screening programs for CAH.  

It is difficult to achieve perfect dosing of GC replacement therapy to precisely mimic the 

circadian rhythm of cortisol release, leading to a risk of over- or undertreatment during the 

person’s lifespan. In both situations, there may be adverse effects on the health of the patient 

over time [1, 10]. For example, overtreatment of patients with CAH may result in cushingoid 

features, obesity, suppressed growth with compromised final height and osteoporosis, insulin 

resistance and altered glucose tolerance. Undertreatment may lead to adrenal crises, 

accelerated bone age and hyperandrogenic symptoms [10]. The additive negative effect of 
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salt-losing crises and hypoglycemic episodes that may result from suboptimal treatment may 

also contribute to the long-term outcome of patients with CAH [11].  

There are also differences between subgroups in CAH in patient outcome. In Swedish follow-

up studies, the null genotype group (without residual enzyme activity), who is the most 

severely affected group, differ from the patient group with the I2 splice mutation when 

investigating long-term outcome, both in the outcome of genital surgery and psychological 

aspects [12-16]. Women with CAH may also suffer negative effects in sexual function and 

reproductive health, especially in the most severe cases [12, 13, 16]. This event may stem 

from the degree of virilization of the external genitalia, as well as a combination of other 

factors related to CAH [12, 13, 16]. Lastly, patients with the most severe genotypes have 

higher cardiovascular and metabolic morbidity [15]. 

1.2 PRENATAL DEXAMETHASONE THERAPY: AN ETHICAL DILEMMA 

Prenatal virilization of girls with CAH can be minimized by silencing the fetal adrenal 

androgen production through exposure to dexamethasone (DEX), a synthetic GC. The 

treatment has been in use worldwide since the mid-1980s and has been shown to be effective 

in reducing or even preventing prenatal virilization. Treatment can be offered to expecting 

mothers who previously had a child with classic CAH and which is expected to result in 

severe virilization in girls (Figure 1) [17].  

The treatment protocol is presented in Figure 1. The treatment has to be initiated before 

gestational week 7 to effectively prevent the closure of the labio-scrotal folds and the 

formation of the urogenital sinus. At this stage the genotype or the sex of the fetus is not 

known. When the results of the chorionic villous sampling are available (around GW 12-14) 

treatment is terminated in case the fetus is not affected by CAH or if the fetus is a male [17]. 

Girls with CAH are treated until term [18, 19]. Due to the recessive mode of inheritance and 

that only girls are virilized, 1 of 8 fetuses will benefit from DEX treatment and 7 of 8 fetuses 

will unnecessarily be exposed to excessively high doses of GCs during early embryonic life. 

It has been shown that early fetal sex typing using cell-free fetal DNA from maternal blood 

can be used to avoid prenatal treatment in boys, if done after 4.5 weeks of gestation. 

However, although unaffected boys can be excluded using this methodology, unaffected girls 

cannot be segregated from affected girls [20]. New et al. succeeded in treating only the 

affected female fetuses  using massive parallel sequencing of cell-free fetal DNA derived 

from maternal blood [21]. This approach, however, requires expensive equipment and 

experienced personnel and is currently not part of routine clinical care. 

This circumstance creates an ethical dilemma given that evidence suggests that disturbances 

in the hormonal and nutritional environment in utero may create a predisposition to disease 

later in adult life (the Barker hypothesis) [22]. Normally, the fetus is protected from excess 

GC exposure by inactivation of cortisol by the enzyme 11-beta-HSD type 2 (HSD11B2) in 

the placenta, resulting in fetal cortisol levels being about 1/5 to 1/10 of the maternal levels 

[23]. However, because HSD11B2 cannot inactivate DEX, which then can freely pass the 
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placenta, the dose used in the prenatal treatment of CAH will result in GC levels in the fetus 

that are estimated to be 30-60 times higher than normal [13, 24].  

 

 

Figure 1. A) Treatment protocol for prenatal dexamethasone therapy in pregnancies at risk 

of CAH. B) CYP21A2 variants that give rise to CAH in relation to clinical severity and 

enzyme activity assessed with in vitro studies. A group of null mutations, together with the 

intron 2 splice and I172N mutations, is associated with salt-wasting or simple virilizing CAH. 

Prenatal DEX treatment is restricted to families segregating these mutations. Figure adapted 

from Lajic et al. 2018 [25]. 

GCs are important during fetal life for the differentiation and maturation of tissues. This 

feature of GCs is used in the treatment of pregnancies at risk of preterm delivery to induce, 

for example, pulmonary maturation and prevent intra-ventricular cerebral hemorrhage. 

Moreover, GCs affect fetal growth, resulting in lower birth weight and inhibition of neuronal 

proliferation [26, 27]. The effects of GCs on fetal development are time- and dose-dependent 

with different outcomes in early versus late gestational treatment [28, 29]. A study with full-

term children treated prenatally with GCs showed an increased cortisol response to 

psychosocial stress compared with untreated children, indicating an altered programming of 

the hypothalamic-pituitary-adrenal (HPA) axis, with a greater effect seen in girls [30]. 

Cognitive functions have also been studied in preterm infants treated with synthetic GCs [31]. 

But because preterm birth may affect outcome as well, it is difficult to define the exact cause 

of any negative effects [31]. Moreover, prenatal DEX treatment may also affect the ovaries of 
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female fetuses: incubating human fetal ovaries 8-11 weeks post-conception with clinically 

relevant doses of DEX reduced the number of germ cells, which was caused  by an increased 

rate of apoptosis [32]. 

There are also differences in the vulnerability to GCs that are due to genetic differences in the 

enzyme 11-beta-HSD type 1, the GC receptor and sex differences (girls being more sensitive 

than boys). Altogether, it makes the task to further assess the effects from prenatal DEX more 

complicated and difficult [30, 33, 34].  It is also important to be aware of the fact that it is 

difficult to distinguish between effects due to prenatal treatment versus postnatal treatment, 

which all patients with CAH receive.   

The use and ethics of prenatal treatment in the context of CAH have been intensely debated 

during the past decades because of the inherent uncertainties with the treatment and that the 

majority of the treated cases do not benefit from the treatment at all. An international 

consensus was reached in the early 2000s that prenatal DEX treatment should only be offered 

within the frames of a clinical study and with explicit informed consent of the couple [35]. In 

Sweden, prenatal DEX treatment has been employed since 1985 and since 1999 as a clinical 

trial (PREDEX, PI, S Lajic) [36].  

1.3 THE PHYSIOLOGY OF GLUCOCORTICOIDS  

1.3.1 Synthesis, release and regulation of cortisol 

GCs, mainly cortisol, are produced and secreted by the cells of the zona fasciculata in the 

adrenal cortex in response to adrenocorticotropic hormone (ACTH) from the pituitary. The 

production and secretion are regulated by the inhibitory effect of cortisol on both the 

hypothalamus and pituitary forming the HPA axis.  

GCs exert their effects by binding to GC and mineralocorticoid (MR) receptors. Both 

receptors are expressed widely throughout the body and are mainly located in the cytosol of 

the cell, activating when the ligands diffuse into the cell and bind to the receptor. Upon 

binding, the receptors translocate to the nucleus, where they bind to DNA and subsequently 

regulate gene expression by either enhancing or suppressing gene transcription. The MR has 

a 10-fold higher affinity for GC than for GR and is presumably the main receptor used under 

basal conditions. The GR function would therefore be more important during increased 

cortisol levels, such as during the circadian peak given that the negative feedback of the HPA 

axis is primarily via the GR and the normal proactive effect is mediated through the MR [37-

39]. 

In the periphery, levels of GCs are also regulated by the local metabolic conversion between 

the active and inactive forms. The enzymes 11β-hydroxysteroid dehydrogenase type 1 and 2 

perform this action to prevent overstimulation of the MR by GCs in MR-containing targets 

(such as the epithelial cells in the kidney). Finally, another important factor of GC regulation 

is the corticosteroid-binding globulin (CBG) and serum albumin, which bind and deactivate 
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circulating free GCs. Only 5% of the GC is normally metabolically active and thus not bound 

to CBG/albumin [40-42].  

1.3.2 Effects of glucocorticoids in the human body  

1.3.2.1 Metabolic and Cardiovascular Effects 

GCs have an important glucose-sparing effect for human glucose metabolism as they 

stimulate glycogen formation, especially in the liver [43]. In response, adipose tissue releases 

fatty acids into the blood while other tissues switch to break down fatty acids and proteins 

instead of glucose [43]. This mechanism is important during fasting or other catabolic states. 

Excessive exposure to GCs leads to a decrease in proteins in muscle, bone, connective tissue 

and skin and an increase in blood sugar and blood lipids. GCs also counteract insulin action 

causing hyperglycemia, which may develop insulin resistance with time [43-45]. Moreover, 

insulin resistance may also be the result of hyperlipidemia and lipodystrophy, among other 

factors [43, 45] (both may be caused by GC exposure). Therefore, chronic exposure to GCs 

carries the risk of causing insulin resistance by impairing normal metabolism and insulin 

action [43]. However, it has also been hypothesized that inflammation may cause insulin 

resistance [45]. Consequently, altered levels of GCs may contribute to the development of 

insulin resistance through their anti-inflammatory characteristics [45].  

Moreover, GCs participate in regulation of blood pressure by contributing to the 

responsiveness of vascular smooth muscle to catecholamines that constrict the arterioles and 

decrease the effects of prostaglandins that induce vasodilation. In addition, GCs affect 

myocardial contraction and underproduction of cortisol leads to hypotension. In the kidneys, 

GCs increase the glomerular filtration and are essential for the rapid excretion of water load. 

Cortisol also has a negative effect on the kidneys’ response to antidiuretic hormone [40, 41, 

46]. 

1.3.2.2 Effects on the Immune System 

Because they inhibit the production of pro-inflammatory cytokines and generation of 

eicosanoids (such as prostaglandins and leukotrienes), which promote vascular dilatation and 

permeability during inflammation, GCs exhibit anti-inflammatory effects. GCs also decrease 

blood flow to inflammatory sites by sensitizing endothelial cells to vasoconstrictors, and they 

attenuate leukocyte recruitment to inflammatory sites by inhibiting production of 

chemokines, chemo-attractants and leukocyte-expressed adhesion molecules [47]. Finally, 

mast cells exposed to GCs are less likely to release histamine and other pro-inflammatory 

substances [40]. 

Additional to their anti-inflammatory effects, GCs are important for T-helper cell activation 

by inhibiting the antigen-presenting capabilities of dendritic cells. Finally, GCs affect T-cell 

activation by interfering with T-cell receptor signaling [47]. 
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1.3.2.3 Effects on the Central Nervous System 

Apart from their metabolic effects, GCs may have an effect on the CNS through disruption of 

neuronal energy metabolism. GCs are involved in the regulation of the HPA axis through the 

actions of the glucocorticoid receptor (GR) and mineralocorticoid receptor (MR). The GR is 

ubiquitously expressed throughout the brain, whereas the MR is mainly expressed in the 

limbic structures. Neurons within the amygdala, hippocampus and prefrontal cortex co-

express both MR and GR at high levels [48-50].  The amygdala, hippocampus and prefrontal 

cortex, important for emotional regulation, memory functioning and executive functioning, 

respectively [51-53], are vulnerable to high doses of GCs. In humans, memory deficits have 

been found in conditions characterized by prolonged exposure to elevated GCs, such as 

Cushing’s syndrome [54] and in individuals receiving GC treatment [55, 56]. The exact 

pathophysiological mechanisms of how GCs affect cognitive function and CNS structure is 

not known. However,  there are several proposed mechanisms, of which most have only been 

studied in animals [57]. Some key features will be discussed here.  

The direct effects of GCs on neurogenesis have been extensively investigated in rodents. 

Although an exact mechanism cannot be identified, a conclusion that can be extrapolated 

from these studies is that GCs inhibit neurogenesis through activation of the GR [57]. In 

contrast, activation of the MR enhances neurogenesis and cell proliferation [57]. This 

observation is in line with the given affinity differences between MR and GR for GCs: 

excessively high GC levels via GR activation are detrimental to neurogenesis, whereas 

physiological GC levels have a positive effect on neurogenesis via MR activation. 

GCs also affect CNS structures and cognition by affecting basic neurotransmitter systems. 

For example, GCs are known to increase expression of the serotonin receptor and transmitter 

uptake [58, 59], and during periods of stress, the dopamine levels increase in key structures 

and interacting areas of the limbic system, the hippocampus, amygdala and prefrontal cortex 

[60]. Alterations of these transmitter systems may subsequently be attributed to, for example, 

cognitive deficits and/or structural alterations [57, 61]. Other neurotransmitters, such as 

glutamate, GABA, acetylcholine and noradrenaline, play an important role in mediating 

stress responses [57, 60] and may be of relevance for outcome following GC treatments. GCs 

may also affect neuronal firing by directly increasing calcium currents and thereby indirectly 

increasing calcium-dependent potassium currents in neurons [62-65]. 

There is also evidence that inflammation decreases the rate of neurogenesis, and 

consequently, pro-inflammatory cytokines have been implicated in the mediation of stress 

effects. As previously mentioned, GCs have a significant role in mediating anti-inflammatory 

processes [57]. Thus, as a secondary effect, GCs could, via an altered immune response in 

response to stress, promote neurogenesis by inhibiting the production of pro-inflammatory 

cytokines. This possibility highlights the important relationship between the CNS and the 

immune system relative to the effect of GCs on both systems. Neurogenesis may further be 

affected by differential effects of stress on neurotrophic factors, such as brain-derived 

neurotrophic factor (BDNF) and vascular endothelial growth factor (VEGF) [57]. Levels of 



 

 7 

BDNF and VEGF decrease under stress and this, in turn, reduces cell differentiation and 

proliferation as a result [57].  

1.4 EFFECTS OF EXCESSIVE GLUCOCORTICOID EXPOSURE 

1.4.1 Cognitive and behavioral effects of GC exposure  

Large amounts of data are available on the effects of GCs on human cognition. The effects 

are dependent on the timing, length, magnitude and mode of exposure.  In Canada, a study 

with children exposed to prenatal maternal stress (PNMS) during a natural disaster, the 1998 

ice storm, reported that exposure to any level of PNMS during early pregnancy is associated 

with poorer temperament in infants [66]. Furthermore, at 5½ years of age, children exposed 

in utero to high levels of objective stress had lower Full Scale IQ (FSIQ), poorer verbal 

intelligence and lower language abilities compared with children exposed to lower levels of 

PNMS [67].  Moreover, prenatal treatment with synthetic GC during the third trimester has 

been shown to be associated with negative effects on mental health in childhood and 

adolescence. This observation was detected as general psychiatric disturbance, inattention 

and antisocial behavior at 8 years of age in a Finnish study in which the children were 

assessed by their teachers [68].  

In a study from the Netherlands comparing GC treatments used to prevent bronchopulmonary 

dysplasia, effects on preterm children, including untreated, hydrocortisone (HC)-treated and 

DEX-treated children, DEX was shown to have negative effects in girls [69]. Neonatal DEX 

treatment resulted in more social problems and more anxious/depressed behaviors in preterm 

girls. Of note, the scores in the neonatal DEX-treated girls were similar to those observed in 

untreated girls born preterm [69].  However, this result was not true for girls born preterm 

who were treated with HC postnatally [69].  

In our Swedish cohort of prenatally DEX-treated children, we did not observe differences in 

parent-reported psychopathology or behavioral problems. However, DEX-treated children 

were reported to be more sociable by the parents, even though they scored higher in self-

reported social anxiety [36, 70]. However, in our latest follow-up, the effect was no longer 

significant and the children seemed to be generally well adjusted [71]. Healthy children at 

risk of CAH who were treated during the first trimester with DEX exhibited deficits in 

cognitive functions (defined as lower performance in verbal working memory tasks) [70]. In 

our subsequent follow-up study, these effects seem to be sex-dimorphic, i.e. treated girls, but 

not boys, were affected. In addition to negative effects on executive functions, the girls had 

broader effects on cognition, as measured by lower test scores on tests assessing verbal and 

nonverbal intelligence [33]. 
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1.4.2 Cognition, behavior and psychopathology in congenital adrenal 

hyperplasia 

Because postnatal treatment for CAH consists of lifelong GC replacement therapy, it is 

important to discuss cognition and behavior in the context of CAH. Studies on intelligence in 

CAH have been inconsistent and contradictory. Some studies suggest that patients with CAH 

have lower FSIQ [11, 72], whereas in other studies general intelligence, irrespective of age, is 

not affected [73]. Still, patients with CAH have been found to have deficits in verbal working 

memory, as measured by the Digit span subscale from the Wechsler Adult Intelligence Scale-

IV (WAIS-IV) [74], which, in turn, predicts poorer performance on spatial and arithmetic 

tasks [75, 76].  

Because of the possibility that cognitive outcome may also be affected by the different 

clinical manifestations of CAH depending on the genotype of the patient, deficits in cognitive 

functions are not necessarily due to postnatal GC treatment of CAH [16, 77]. Women 

affected with SW CAH were less likely to complete their primary education in a Swedish 

epidemiological study. Moreover, both men and women had higher rates of disability 

pensions and sick leaves [16]. Investigations of the psychiatric morbidity in the same cohort 

indicate that women with CAH are at an increased risk of being diagnosed with a psychiatric 

disorder, including substance abuse, mood and anxiety disorders and stress and adjustment 

disorders [77]. A similar spectrum of psychiatric diagnoses was seen in men with CAH [78]. 

Other Swedish follow-up studies have shown that patients with CAH exhibit sex-atypical 

behavior, which affected quality of life in general. Women in the null genotype group were 

considerably more affected by the disease than women with other genotypes, including the I2 

splice genotype group [12, 79]. Salt-losing crisis and hypoglycemia are also important factors 

that may contribute to the adversities in cognitive outcome seen in patients with CAH [11]. 

Another pertinent question when addressing cognitive functions and behavior in general in 

CAH is the potential programming effect of prenatal androgen exposure in affected girls [5, 

75, 79]. In particular, there are profound effects on behavior in girls with CAH [5, 79], where 

they exhibit more male-like behaviors and altered preferences, indicating a masculinizing 

effect of the brain, probably stemming from prenatal androgen exposure [5, 79]. There is also 

evidence that women with CAH have greater spatial abilities in general as a consequence of 

the masculinization [80], although this finding is contradicted in some studies [75]. 

Speculatively, one might suggest that failure to detect effects in some cohorts may stem from 

the genetic background of the studied patients. This speculation is based on evidence that 

some effects are related to the severity of the mutation in combination with differences in the 

clinical management of CAH between countries [5, 79]. 

1.4.3 Structural effects on the CNS 

Numerous studies described the negative effects of GC exposure on brain structure and 

function. Different experimental models for this purpose include the exposure to chronic 
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stress [81, 82], studies of patients with Cushing’s syndrome [83] and pre-and postnatal GC 

treatment [84]. 

A follow-up study examining brain structures using magnetic resonance imaging (MRI) in 

GC-exposed children whose mothers were at risk of preterm delivery and therefore treated 

with betamethasone showed an 8% thinner rostral anterior cingulate cortex in the treated 

children [81]. Moreover, DEX given postnatally to extremely preterm babies resulted in 

smaller brain volumes at 18 years of age compared with same-aged children not subjected to 

DEX therapy [84]. 

A meta-analysis of MRI reports on Cushing’s syndrome concluded that patients during 

periods of active disease have smaller hippocampal volumes, enlarged ventricles and cerebral 

atrophy [83]. One of the included studies in the meta-analysis could also identify smaller 

amygdala volumes in children during active disease [85]. The observed brain abnormalities 

could recover at least partially after correction of the hypercortisolism caused by the 

syndrome [83]. In contrast to these observations in Cushing’s syndrome, chronically stressed-

out women have larger amygdala volumes along with a reduced caudate volume and thinning 

of the medial prefrontal cortex, but no effect on hippocampal volume [82]. The increase in 

amygdala volume has also been observed in combat veterans with posttraumatic stress 

disorder (PTSD) [86]. The discrepant findings indicate that, in the context of GC effects on 

brain structure, the type and timing of exposure is of importance and modulates the outcome. 

Concerning brain structure and CAH, very little is known about the long-term effects. There 

is only one study using a case-versus-control design with standardized software pipelines for 

analysis [87]. The authors of this study identified widespread reductions in white matter 

(WM) structural integrity and reductions of volumes in several brain regions, as well as a 

significant association between current GC replacement regimens and cognitive and CNS 

abnormalities. Regrettably, other available studies are mostly based on inspections of MRIs 

of the brain of single cases. However, as regards the available data, there are reports 

describing an increased incidence of WM abnormalities in patients with CAH [88-91].   

1.4.4 DNA methylation and epigenetics 

Epigenetics is the study of changes in gene function that are mitotically and/or meiotically 

heritable and that do not entail a change in DNA sequence but affect gene expression [92]. 

The most generally described epigenetic modifications of the genome are the modification of 

the N-terminal tails of histones and DNA methylation [92-95]. These modifications are 

important not only for the commitment of cells down specific differential paths but are also 

important for genomic integrity [92].  

DNA methylation is the covalent attachment of a methyl group at DNA bases [93-95], mostly 

CpG sites in humans [93-95], and is an important and first identified epigenetic regulator [93-

95]. It is involved in gene transcription, silencing (e.g., X-chromosome inactivation) and 

genomic imprinting [94, 95]. The process of establishing and maintaining DNA methylation 
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is performed by unique functions of a set of enzymes named DNA methyl transferases 

(DNMTs) [94, 95]: DNMT1, DNMT3A, DNMT3B and DNMT3L. The genomic profile of 

DNA methylation is set during embryogenesis and DNMTs are essential for this process, and 

consequently, very important for normal fetal development [94-97]. Before fertilization, 

however, oocytes and sperm differ in their respective methylation profile [98]. Sperm 

genomes are hypermethylated and tightly packed, whereas oocytes have a more open 

chromatin conformation [98]. After fertilization, the sperm methylomes are quickly erased 

and the oocytes supply new histones for the sperm genome [98]. Maternal DNA is also de-

methylated but this seems to be a more passive process compared with sperm DNA [98]. 

During this process, information about imprinted genes are transferred, but how this works is 

not fully understood [98]. Genomic imprinting refers to the phenomenon that some genes are 

expressed in a monoallelic manner depending on the sex of the parental origin and is 

regulated by DNA methylation [98].  

It has been shown that DNA methylation has different effects depending on the location of 

the methylated CpG site in relation to the gene. Hence, the location is crucial when studying 

DNA methylation [95]. For instance, gene promotor methylation is generally associated with 

gene silencing, whereas gene body methylation has been associated with activation through 

regulation of gene splicing [95].  DNA methylation has also been shown to have regulatory 

roles in intergenic features such as enhancers and insulators [95]. Importantly, to investigate 

DNA methylation regulation of gene expression, it is necessary to study the mechanisms 

regulating DNA methylation.  

Epigenetic modification of DNA by methylation is a potential candidate for a mediating 

mechanism by which GCs could result in poor outcomes in the offspring through 

dysregulation of genes. This is also the working hypothesis of two of the projects included in 

the present thesis. The DNA methylation profile set during development does not remain 

stable throughout life. Moreover, the profile is highly tissue-specific [94-97] and changes in 

methylation have been associated with human disease [95]. For instance, alterations in DNA 

methylation have been observed in patients with type 2 diabetes [99]. These alterations may 

explain some of the underlying mechanisms in the pathogenesis of the disease and thereby 

explain part of the missing heritability [99]. Although other risk factors may affect DNA 

methylation (e.g., obesity), the observed changes still suggest an important role of epigenetic 

alterations for the disorder [99]. Moreover, peripheral DNA methylation has been associated 

with depression [100] and childhood abuse [101] in genes involved with stress, neural 

plasticity and brain circuitry. Furthermore, peripheral DNA methylation of the serotonin 

transporter gene is associated with functional activation during emotion processing [102]. In 

addition to suggesting an epigenetic mechanism as to brain function after exposure to 

stressors, these studies indicate that alterations of genes of interest in biological models may 

be detectable in the periphery [100-102].  

In addition to disease, DNA methylation is susceptible to environmental changes, changes in 

physiological activity [103] and even to changes in the social environment [104, 105]. DNA 
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methylation also changes throughout an individual’s lifespan as a function of aging [106, 

107]. 

Finally, it is also important to consider that exposure to various factors during pregnancy may 

affect genomic imprinting [108, 109]. DNA methylation in infants whose mothers used folic 

acid supplements deviated in imprinted genes (H19 and IGF2) and also caused deviation 

from the monoallelic expression [108]. Moreover, in a study in children and adolescents 

subjected to PNMS during the 1998 Quebec ice storm, broad changes in DNA methylation in 

peripheral T-cells were associated with the degree of stress exposure to the mother [109]. The 

changes were functionally organized and indicated an altered programming of the immune 

system [109]. Altered DNA methylation was further found to correlate with the levels of 

peripheral cytokines in the blood of the offspring [110]. The altered cytokine levels were 

subsequently attributed to a shift in the levels of Th1 cells towards Th2 cells [110, 111]. 

Together, these observations indicate that prenatal exposure may alter epigenetic 

programming that may be detected years after the initial exposure and possibly affect the 

individual’s health outcome.   
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2 HYPOTHESIS AND AIMS 

The overall aim of this thesis was to evaluate the effects of pre- and postnatal GC treatment in 

the context of CAH. 

We hypothesized that:  

1. Both pre- and postnatal GC treatment may have long-lasting effects on cognition and 

behavior (Papers I-II). 

2. Early prenatal DEX treatment may have long-lasting effects in the epigenome of treated 

cases and that these alterations affect cognitive functions (Paper III). 

3. Patients with CAH have a specific epigenomic profile that is linked to metabolic and 

cognitive outcome and that this profile may be different in CAH patients treated prenatally 

with DEX (Paper IV). 

4. Pre- and postnatal GC treatment in patients with CAH alters brain structures in regions 

critical for executive functioning (Paper V). 
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3 METHODS AND MATERIALS 

3.1 STUDY POPULATION 

This thesis is part of a larger clinical study (PREDEX) evaluating the prenatal treatment of 

CAH in individuals at risk of CAH and treated prenatally with DEX. In total, PREDEX 

includes 265 individuals, see figure 2. Since 1984, 77 pregnancies have been treated with 

DEX in Sweden to avoid virilization in girls with CAH. The dose used is 20 μg/kg of the 

maternal pre-pregnancy weight and divided into 3 doses per day (maximum 1.5 mg/day). 

Treatment was offered to mothers who previously had a child with classic CAH and where 

the new pregnancy was expected to result in severe virilization in case the fetus was a girl. 

Four of the pregnancies resulted in miscarriages or termination. Thus, between 1984 and 

2010, 73 cases in Sweden have received prenatal DEX treatment [33]. Four mothers were 

treated twice. Sixty of the children did not have CAH and 16 did, of whom 46 and 14, 

respectively, participated in the study. Thus, 60 DEX-treated participants were included in the 

study. 

 

Figure 2. Flowchart of the PREDEX cohort depicting; A) included DEX treated participants; 

B) patients with CAH not treated prenatally with DEX; C) population controls 

Furthermore, patients with CAH (n=77) who were not prenatally treated were included to 

investigate the long-term effects of CAH as well as the health effects of cortisol replacement 
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therapy but they also served as a control group to prenatally DEX-treated CAH patients. 

Population controls (n=127) were identified through the Swedish Population Registry and 

were matched on sex and age to the DEX-treated individuals and patients with CAH. They 

were randomly selected among individuals of the same sex and age in Stockholm County. All 

families/participants were initially contacted via an invitational letter and gave their written 

informed consent to participate in the follow-up studies. The studies were approved by the 

Regional Ethics Committee of Karolinska Institutet (dnr 99-153). The studies in the thesis 

were performed on subgroups derived from the main cohort and divided up into subgroups 

based on age. In papers I, II and V, participants ≥16 years were included while papers III-IV 

included both children and adults. All follow-up studies were performed at the Karolinska 

University Hospital. 

3.1.1 Procedure 

All participants were instructed not to eat after midnight the night before the visit to the 

Karolinska University Hospital. Blood samples for the methylation and analysis of glucose 

homeostasis and lipid profiles were collected in the morning. The participants’ height and 

weight were measured immediately after sample collection. Blood (B) glucose, serum (S) 

Insulin, S-C-peptide, B-HbA1c, plasma (P) triglycerides, P-cholesterol, P-high-density 

lipoproteins (HDL) cholesterol and P-low-density lipoprotein (LDL) cholesterol were 

analyzed at the accredited clinical chemistry laboratory at the Karolinska University Hospital. 

The participants then completed a series of neuropsychological tests during one session and a 

series of brain imaging scans using MRI during a second session. Socioeconomic 

background, estimated as level of parental education, and data on participant education were 

collected. In addition, the participants were asked about their general wellbeing (using a 

continuous 10-point visual analogue scale, with 1 indicating the lowest score in wellbeing 

and 10 the highest), smoking behavior and drug and alcohol consumption.  

3.2 ASSESSMENT OF COGNITION AND PSYCHOPATHOLOGY 

In the studies comprising papers I and II, psychopathology, autistic traits and self-perceived 

executive dysfunctions were assessed with self-rating questionnaires. In the same studies, 

neuropsychological tests measuring general intelligence, executive functions and learning and 

memory functions in participants’ ≥16 years were performed. Trained psychologists assessed 

all participants and the total time for the neuropsychological assessment was approximately 

one hour.  

In total, 136 individuals were assessed: 23 DEX-treated participants without CAH, 9 DEX-

treated patients with CAH, 46 prenatally untreated patients with CAH and 58 population 

controls. The positive response rate for the DEX-treated participants was 85.7%, 61.1% for 

patients with CAH and 26.3% for the population controls. The reasons for refusal are not 

known, but the length and complexity of the testing procedures could be one plausible 

explanation. Of the included patients with CAH, 76.4% were diagnosed through the national 

neonatal screening program for CAH and included 32 patients with SW CAH, 18 with SV 
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CAH and 5 with NC CAH. When dividing them further into genotype groups, 12 (22%) had 

the null genotype and 42 had a non-null genotype. The genotype for one woman with CAH 

was not known at the time of analysis. The type of GC substitution was known for 43 patients 

with CAH and, of these, 27 were treated with HC, 10 with prednisolone and 6 with a 

combination of HC and prednisolone; one patient received cortisone acetate for replacement. 

The DEX-treated groups did not differ in socioeconomic background compared with controls 

as estimated by parental and participants level of education (all ps >0.05). However, the older 

group of patients with CAH (≥16 years, papers I and V) was, on average 3.7 years older than 

the population controls and had a higher level of education (both ps<0.05). All participants 

were between 16 and 33 years old. 

3.2.1 Neuropsychological tests 

General intelligence was estimated using two subtests from the Wechsler Adult Intelligence 

Scale-IV (WAIS-IV) [74]: Matrices to estimate nonverbal logical reasoning and Vocabulary 

to estimate verbal intelligence. Executive functions were estimated using the Wechsler Adult 

Intelligence Scales-IV (WAIS-IV) subtests: Digit-span (verbal working memory) and Coding 

(processing speed). Visual-spatial working memory was assessed using the Span Board 

Forward/Backward Test from the Wechsler Memory Scales-III (WMS-III) [112]. The Stroop 

color-word test was used to assess the ability to inhibit an overlearned response [113]. The 

List learning subtest from WMS-III [112] was used to measure learning and long-term 

memory. Lastly, all participants filled in the Barkley Deficit in Executive Functioning Scale – 

Short Form (B-DEFS-SF) [114].  

3.2.2 Psychopathology and autistic traits 

The Montgomery Åsberg Depression Ratings Scale (MADRS) [115] and the Hospital 

Anxiety and Depression Scale (HADS) [116] were used to assess depression. Liebowitz 

Social Anxiety Scale: Self Report (LSAS-SR) was used to assess social anxiety [117, 118]. 

The 10-item version of the self-report questionnaire, Autism Quota (AQ10) [119], was used to 

estimate autistic behaviors and traits. 

3.2.3 Statistical analyses 

Raw scores from neuropsychological tests were transformed before analysis into scaled 

scores (M=10, SD=3) based on age-specific Swedish norms for the included subtests from 

the Wechsler Scales (WAIS-IV and WMS-III) [74, 112]. There are currently no Swedish 

norms for the Stroop test and therefore raw scores were transformed into T scores (M=50, 

SD=10) according to American norms [113]. 

For comparison between groups (DEX versus controls, CAH versus controls) general two-

way ANOVAs were performed that included the factors Group (CAH or DEX versus 

controls) and Sex (female, male) to compare the performances of the patients with CAH who 

were not prenatally treated with DEX or participants without CAH but treated prenatally with 
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DEX with those of the respective controls. All interactions (p<0.1) between group and sex 

were followed up by separate post hoc comparisons between patients and controls of the 

same sex to identify sex-specific effects. One-way ANOVAs were separately performed for 

different phenotypes (SW or SV) and genotypes (null or non-null) to investigate whether the 

severity of CAH was associated with cognitive performance. Moreover, the study 

investigated whether the GC replacement dose at the time of testing correlated with the 

estimates of cognitive functions in the non-DEX-treated CAH cohort. To achieve this, the 

medication dose was converted to HC equivalent in mg/m2 of body surface and correlated 

with measures of cognition using Pearson’s bivariate correlation analysis.  

Furthermore, in a subgroup of individuals without CAH but treated prenatally with DEX 

during the first trimester, we assessed their cognitive functions both during childhood and at 

adult age to investigate changes in cognitive functions over time (n=17) [33, 70]. To this end, 

cognitive performance in this subgroup assessed during childhood was compared with 

cognitive data assessed at adult age.  The age-specific scaled scores from the Wechsler 

Intelligence Scales  [120], subscales (Matrices, Vocabulary, Digit span and Coding) from the 

child (WISC) and adult (WAIS) versions and the Stroop test were used for this comparison. 

One-way within group ANOVAs with repeated measures were used to compare scores 

acquired in childhood with those acquired at adult age.  

All analyses were conducted using SPSS 23 (IBM, Armonk, NY, USA) and a two-tailed 

alpha level of p<0.05 was adopted for all comparisons. Correction for multiple comparisons 

was not performed in order not to miss small, but potentially clinically relevant, effects. 

Effect sizes were calculated as Cohen’s d [121]. 

3.3 DNA METHYLATION ANALYSIS 

To study epigenetic programming effects, genome-wide DNA methylation was investigated 

in participants, allowing us to derive the effects of prenatal DEX and the effects of CAH. 

DNA methylation measurements were done using the Illumina Infinium 

HumanMethylation450 BeadChip array (450K). The 450K array was chosen as it has a 

genome-wide coverage and therefore is able to provide genome-wide methylation profiles for 

analyzed samples. 

In total, 29 DEX-treated participants without CAH, 28 patients with CAH, 11 patients with 

CAH prenatally treated with DEX and 37 controls were included. The entire cohort of 

patients with CAH, including prenatally DEX-treated patients, consisted of 2 patients with 

NC CAH, 13 with SV CAH and 24 with the SW phenotype. There were no significant 

differences between groups for age. In addition, there were no differences in the daily GC 

dosages between prenatally untreated and prenatally treated patients with CAH. Participants 

were aged 5 to 29.6 years. 
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3.3.1 Isolation of T-cells 

We chose to investigate DNA methylation in peripheral CD4+ T-cells because the tissue is 

easily accessible and because we could minimize the effect from having multiple cell types 

with different methylomes. Moreover, it is conceivable that GCs have very specific effects on 

T-cells based on their effect on the immune system. We may also use the cell type as a model 

to study mechanisms or events that may occur in other cell types during embryogenesis and 

postnatal development after GC exposure [122]. 

Each participant provided 50 ml blood in EDTA tubes, immediately followed by processing. 

The blood was transferred to 75 cm2 cell culture flasks (Falcon), diluted up to 100 ml in 

phosphate buffered saline (PBS) and distributed into sterile 50 ml tubes with porous barriers 

(LeucoSep). Peripheral blood mononuclear cells (PBMCs) were separated by density 

centrifugation on Ficoll-Plaque Plus at 800 g for 15 minutes (min). PBMCs were then washed 

three times with PBS before being counted and evaluated for viability using trypan dye 

exclusion. PBMCs were prepared for magnetic-activated cell sorting according to the 

manufacturer’s instructions (Miltenyi Biotech). T-cells were purified from the PBMCs by 

positive selection using anti-CD4+ antibodies coupled to paramagnetic beads (Miltenyi 

Biotech). Cell separations were done on LS (Miltenyi Biotech) columns as per the 

manufacturer’s instructions (Miltenyi Biotech).  After separation, T-cells were counted and 

aliquoted to approximately 5 x10^6 per vial, snap frozen and stored at -80°C. A replicate of 

approximately 0.1 x 10^6 cells was taken for validation of cell population purity by flow 

cytometry. For a more detailed description of T-cell isolation and flow cytometry, see Reinius 

et al. [123]  

3.3.2 Flow cytometry 

The purity of CD4+ cell populations was verified using two-color antibody panels. Cells were 

re-suspended in PBS (0.1% bovine serum albumin). Fc receptors were blocked with a 10 µl 

FcR blocking reagent (Miltenyi Biotech) during 10 min at 4°C. Fluorochrome-conjugated 

anti-CD3 and anti-CD4 monoclonal antibodies were added to the cells for 10 min at 4°C. 

Every staining included unstained samples and isotype controls to set the gates for positive 

and negative populations. After staining, cells were washed and fixated in 1% formaldehyde 

in PBS. Data were acquired and analyzed using the Cyan ADP Analyzer (Summit 4.3, 

Beckman Coulter), with at least 5000 events per population.  

3.3.3 DNA extraction, bisulphite treatment and DNA methylation 

measurements using the 450K BeadChip array 

DNA was isolated from T-cell pellets using the QiAmp DNA Mini Kit (Qiagen) as specified 

in the manufacturer’s instructions. DNA concentration was measured using the Qubit 2.0 

(Invitrogen). Bisulphite treatment was performed with the EZ-96 DNA Methylation Kit 

(Zymo Research) and DNA methylation measurements were executed using the Illumina 

Infinium HumanMethylation450 BeadChip array (Illumina). The array was analyzed at BEA 
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- the core facility for Bioinformatics and Expression Analysis at Karolinska Institutet. 

Samples were analyzed in two batches and samples from patients with CAH, prenatally 

treated participants and controls were distributed randomly on the chips. This procedure was 

done to avoid effects of positioning bias of the samples. 

3.3.4 Quality control and data processing 

To estimate methylation levels, the 450k array measures the intensities of the methylated and 

unmethylated probes at the interrogated CpG site [124]. The 450k array was used to measure 

locus-specific DNA methylation levels at over 480 000 CpGs across the genome. All quality 

control, data processing and statistical analyses were performed in R. Raw data were pre-

processed using the lumi package [124, 125]. After quality control had been applied, three 

controls and two DEX-treated participants without CAH were excluded because of a poor 

genome-wide correlation with other samples and an aberrant distribution of β values. β-

values are a value between 0 and 1 and are calculated as the ratio of the methylated probe 

intensity and the overall intensity (sum of methylated and unmethylated probe intensities) 

[124].   

Moreover, the following probes were excluded during the pre-processing of the analysis: (i) 

probes located on the Y and X chromosomes to remove the effect from having silenced X 

chromosomes in girls, (ii) probes with a single nucleotide polymorphism (SNP) located 

within three base pairs of the interrogated CpG site to exclude false positive probes caused by 

genetic variations and (iii) CpG probes with poor detection p-values (p>0.01) [126]. After 

filtering the data based on these criteria, 395 462 probes remained. β-values for the probes 

were estimated using a previously described three-step pipeline [124, 127]. Batch effects 

were identified and their effect quantified using principal component analysis and 

subsequently corrected using the ComBat function from the sva Bioconductor package [128]. 

3.3.5 Differential methylation analysis 

A linear model was generated for each CpG site to identify differentially methylated probes 

(DMPs) for which the predictive variables for DNA methylation were group (CAH or DEX 

versus control) age, sex and group interaction with sex. Four analyses were conducted to 

evaluate the association between DNA methylation and DEX or CAH: 

 One comparing first trimester DEX-treated participants to population controls  

 One between patients with CAH (not prenatally treated) and population controls  

 Two between prenatally DEX-treated patients with CAH and untreated patients with 

CAH (a separate analysis for each sex because of the difference in treatment length 

between sexes).  

Based on the assumption that most of the CAH-associated DNA methylation changes would 

be relatively small and that, while using all available samples, our sample size of patients and 

controls was limited, only highly variable probes were analyzed. Probes were selected whose 

interquartile range, after transforming β-values into M-values, [124, 129], was >0.5. M-
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values are calculated as the log2 ratio of the intensities of methylated probe versus 

unmethylated probe at the interrogated CpG site [124]. This procedure resulted in 29 351 

probes selected for the association analysis. To estimate the significance of each probe for 

each respective analysis, a permutation-based p-value was computed in which 10 000 

permutations were performed over the M-values for all probes. The false discovery rate 

(FDR) was computed to control for multiple corrections. FDR computes the expected 

proportion of false positive discoveries (type I errors) [130]. Here, FDR was computed using 

a nonparametric method described elsewhere [131]. Probes with an FDR <0.05 were 

considered significant. 

The analysis investigating the programming effects of prenatal DEX in individuals without 

CAH used a different pipeline that did not employ permutation and FDR or filtering probes 

based on the interquartile range. Instead, for the differential methylation analysis that sought 

to evaluate the effect of DEX, three sets of relevant DMPs sites were identified: (a) probes 

with puncorrected <0.01, (b) probes with puncorrected <0.01 and a group difference in methylation 

of 5% and (c) probes with puncorrected <0.01 and a group difference in methylation of 10%. 

Corresponding lists were computed for the treatment interaction with sex of the participant. 

The reason for performing the analysis in this manner was based on the following 

assumptions: (i) most differences in methylation between DEX-treated participants and 

controls would be mild; (ii) the number of investigated probes is very large and would require 

correction for multiple comparisons otherwise; and (iii) the aim was to determine the 

biological relevance of DMPs with subsequent functional enrichment analyses. 

3.3.6 DNA methylation quantitative trait analysis 

We further sought to investigate whether CpG methylation is associated with the severity of 

the disorder. Accordingly, correlations between methylation and participant phenotype and 

CYP21A2 genotype were further investigated. Phenotype groups were defined and ranked by 

severity as control, SV CAH and SW CAH to create three groups for the correlation analysis. 

Genotypes were grouped based on the severity of the mildest mutated CYP21A2 allele to 

create four groups for the correlation analysis. The genotype groups were defined and ranked 

as wt, B (n=10, p.I172N, causing SV CAH), A (n=10, G291S, p.R356Q and I2 Splice, may 

cause either SV or SW CAH) and null (n=7, no residual enzyme activity, including complete 

gene deletion, I7 Splice and p.R356W, causes SW CAH). The genetic status of the controls 

was not known but their mildest allele was assumed to be wt. Only patients with CAH not 

exposed to prenatal DEX were included in this analysis. One NC patient was excluded in that 

the NC phenotypic group included only this single patient. Next, confounding effects of sex 

and age were regressed out of the methylation data using a linear model. The residual values 

obtained after correction of age and sex in the linear model were applied for correlation to 

either phenotype or genotype using Spearman’s nonparametric correlation. To estimate the 

significance of each CpG site for each respective analysis, a permutation-based p-value was 

computed in which 10 000 permutations were performed over the residuals from the linear 

model corrected for sex and age. Significant CpG sites whose correlation between 
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methylation levels and phenotype or genotype had an FDR of <0.05 were considered 

significant. 

3.3.7 Association with cognitive and metabolic outcome 

Height, weight, body mass index (BMI), glucose homeostasis, blood lipids and cognitive 

performance were analyzed using multiple linear regressions with CAH, age, sex and the 

CAH x sex interaction as predictors when appropriate (excluding age for cognition as the data 

were already age-corrected, see 3.2.1.). Moreover, nonparametric correlations were used to 

investigate the relationship between patient phenotype or genotype with metabolic or 

cognitive outcome. Potential confounding effects of sex and age on the data were regressed 

out of the data. This was achieved by using a linear model to correct metabolic outcome data 

for age and sex and cognitive data for sex in a linear model. The residual values obtained 

after correction, which are now corrected for age and sex, were applied for correlation to 

either phenotype or genotype using Spearman’s nonparametric correlation. 

Associations between methylation and previously described clinical outcomes were 

performed using multiple linear regression with β-values, age, sex and the β-values x sex 

interaction as predictors (again excluding age for the cognitive outcome data). Associations 

with cognitive outcome in short-term-treated healthy individuals were performed using the 

raw scores from the test given that the methylation in BDNF, FKBP5, NR3C1 and NR3C2 

were associated with age and therefore needed to be corrected for this in the model. For all 

analyses, associations and correlations with a nominal p<0.05 were considered significant.  

3.3.8 Functional enrichment 

3.3.8.1 Genomic regions enrichment of annotations tool analysis 

The Genomic Regions Enrichment of Annotations Tool (GREAT) was applied (GREAT, 

version 3.0.0, http://bejerano.stanford.edu/great) to investigate the functional relevance of 

DEX-associated DMPs [132]. Whereas other enrichment tools only take binding sites 

proximal to genes, GREAT is able to include distal sites as well [132]. Functional enrichment 

of DMPs was performed for DEX and DEX x sex associated DMPs from the three lists of 

differential methylated probes described in 2.3.5. Gene sets with an FDR <0.05 were 

selected. Enriched gene ontologies (GOs) from all analyses were subsequently overlapped 

and a GO term was considered enriched if it appeared to be significant in at least two gene set 

enrichment analyses. This was done to avoid threshold driven results from possibly selected 

false positives from the differential methylation analyses. 

3.3.8.2 Enrichment analysis of disease susceptibility loci 

Next, DMPs (p<0.01) were investigated for enrichments at disease-associated SNPs 

identified in genome-wide association studies (GWAS) (https://www.ebi.ac.uk/gwas/). This 

analysis was performed to investigate whether DEX may alter susceptibility to disease. The 

focus lies on inflammatory and autoimmune disorders in which a programming effect for 

https://www.ebi.ac.uk/gwas/
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altered disease susceptibility due to DEX treatment could be plausible. These disorders were: 

asthma, pulmonary function, inflammatory bowel disease (IBD), ulcerative colitis and 

rheumatoid arthritis. A set of negative control SNPs associated with terms unlikely to be 

affected by DEX was also included: colorectal cancer, migraine, major depressive disorder 

(MDD), age-related macular degeneration (ARMD), mean platelet volume (MPV) and iron 

status biomarkers (ISBs). For each of these 11 sets, a negative control set consisting of 

common SNPs acquired from the online UCSC dbSNP (v.147) database was computed 

(https://genome.ucsc.edu/). These sets were selected by matching each SNP with the CpG 

probe density of the SNP from the GWAS sets and thereby controlling for the number of 

SNPs included and for CpG probe density. Enrichment was computed using the Genetic 

Association Tester (GAT) in four genomic bins (1 kb, 2 kb, 5 kb and 10 kb) around DMPs 

and SNPs [133]. Here, we focus on the results from enrichment at 2 kb in that it has been 

shown that most CpGs are influenced by SNPs within a 2 kb range. [134] 

3.4 ANALYSIS OF BRAIN STRUCTURE AND WHITE MATTER INTEGRITY 

To evaluate the effects of GC treatment in the context of CAH, the effects were explored 

across the brain in adult patients with CAH and then comparing the patients with population 

controls. Cortical thickness, cortical surface area and subcortical volumes and WM integrity 

were investigated using structural MRI and diffusion tensor imaging (DTI). Here, we 

included, from the same group as in paper I, patients with CAH and controls who agreed to 

undergo an MRI scan of the brain. In total, 42 patients with CAH who were not prenatally 

treated, 8 patients prenatally treated with DEX and 51 population controls underwent the 

scanning procedure. Of these, five participants (4 CAH, 1 control) did not complete the 

scanning procedure. Six participants were excluded because of psychopharmacological 

medication use (1 CAH, 5 controls). Two controls were excluded (one because of excessively 

large ventricles and another because of signal loss in the frontal cortex related to metallic 

braces). Therefore, the following analyses were based on 37 patients with CAH not prenatally 

treated, 8 patients with CAH who were treated prenatally with DEX and 43 controls. Three of 

the patients in the CAH group had NC CAH, 16 had SV CAH and 18 had SW CAH. The 

prenatally treated patients with CAH consisted of 1 patient with NC CAH, 1 with SV CAH 

and 6 with SW CAH. All participants were ≥16 years. 

3.4.1 Procedure and data acquisition 

The MRI scan included a structural T1 acquisition, three functional acquisitions, including a 

resting-state (8 min) and two task-related runs during working memory tasks (2x16 min) and 

a diffusion-weighted imaging acquisition. Total scanning time was about 70 min in a 90-min 

period, with short breaks between scans. MRI scans were acquired on a 3T MR scanner 

(Discovery MR750, General Electric, Milwaukee, WI, USA) equipped with an 8-channel 

head coil. This study investigated surface-based morphometry (neocortical thickness, surface 

area, volume and subcortical volumes) using FreeSurfer and voxel-based morphometry (FSL-

VBM, GM volume) based on the anatomical T1-weighted image (T1-weighted BRAVO 
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sequence, TR=7.9 ms, TE=3.1 ms, 176 slices, voxel size: 1.0x1.0x1.0 mm) and WM integrity 

based on the diffusion-weighted imaging acquisition.  

3.4.2 Analysis of voxel-based morphology 

The anatomical T1 images for all participants were analyzed with an optimized VBM 

protocol [135] implemented in FSL-VBM (Douaud, Smith [136], 

http://fsl.fmrib.ox.ac.uk/fsl/fslwiki/FSLVBM; part of the FSL tools, Smith, Jenkinson [137]). 

The brains were extracted using the T1 images with either the brain extraction tool (BET) 

with f 0.1, or with the optimized brain extraction script for the pathological brain (optiBET), 

depending on the quality of the extraction per participant. The images were then manually 

corrected for imperfections and thereafter segmented to obtain participant-specific GM maps. 

The T1 images were registered to standard space (Montreal Neurological Institute, MNI 152) 

using nonlinear registration in FNIRT (a nonlinear registration tool provided in FSL) [138, 

139]. The resulting images were averaged and flipped along the x-axis to create a horizontally 

symmetric, study-specific GM template. To prevent the creation of a biased template, an 

equal number of random participants were assigned to each group in the template 

construction. Next, GM images were registered to the template using FNIRT and modulated 

to correct for local expansion or contraction due to the nonlinear component of the spatial 

transformation. GM images were smoothed with an isotropic Gaussian kernel (σ=3 mm). 

Demeaned values for age, sex and total brain volume were included as covariates. Clusters 

were defined using threshold-free cluster enhancement (TFCE) [140, 141]; significant 

clusters were identified using permutation testing with 10 000 permutations. For display 

purposes, bidirectional contrasts were mapped onto the MNI templates. Significant clusters 

were localized using the Harvard-Oxford Cortical Structural Atlas from FSL. 

3.4.3 Analysis of surface-based morphometry 

Cortical thickness, surface area and volume of cortical and subcortical structures were 

measured in a surface-based approach implemented in a default FreeSurfer pipeline 

(http://surfer.nmr.mgh.harvard.edu/). Processing of the T1 images provides estimates for 

grey-WM boundaries and segmentation for subcortical volumetric structures. Imperfections 

were controlled for visually and improved by two experimenters blind to the condition of the 

participant when necessary. The cortical surface was segmented into 148 bilateral regions of 

interest (ROIs) using the Destrieux cortical atlas and provided surface-based data for cortical 

thickness, surface area and volumes, as well as volumes of subcortical structures and total 

brain volume (without ventricles) based on automatic segmentation using FreeSurfer. 

Surfaced-based metrics were smoothed using a 10-mm FWHM smoothing kernel. Details of 

these procedures have been described previously (http://surfer.nmr.mgh.harvard.edu/) [142-

153].  

Surface-based metrics were analyzed in a whole brain analysis using the FreeSurfer Qdec 

application by fitting a general linear model at each surface vertex. A model with two factors, 

group (CAH/DEX, C) and sex (male, female) and two covariates (demeaned values for total 

http://surfer.nmr.mgh.harvard.edu/)-
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brain volume and age) was employed for this analysis. Multiple comparison correction was 

performed by Monte Carlo simulation and effects were considered significant when p<0.05. 

In addition to the whole brain analyses, a ROI analysis was performed using the 148 cortical 

and subcortical regions of the FreeSurfer Destrieux atlas [154]. Cortical thickness, surface 

area and cortical/subcortical volumes were analyzed in two- and three-way ANOVAs that 

included the group (CAH/DEX, C) and sex (male, female) factors. Demeaned values for age 

and total brain volume were included as covariates. The results were further FDR-corrected. 

The analyses were performed using R. 

3.4.4 Analysis of tract-based spatial statistics of DTI data 

Three participants (2 patients with CAH and 1 control) did not have good quality DTI images 

and were therefore excluded from the analysis. Thus, the DTI analyses were performed on the 

data from 35 patients with CAH and 42 controls. Voxel-wise statistical analysis of DTI data 

was carried out using tract-based spatial statistics (TBSS). Fractional anisotropy (FA), mean 

diffusivity (MD), axial diffusivity (AD) and radial diffusivity (RD) were analyzed. Eddy 

correction was applied to correct for eddy currents and motion using the new eddy correction 

method without top-up before brain extraction was performed. FA images were created by 

fitting a tensor model to the raw diffusion data using the FMRIB diffusion toolbox (FDT) 

[155]. Next, FA data were aligned into a common space using FNIRT, which uses a b-spline 

representation of the registration warp field [156]. A mean FA skeleton was created that 

represents the centers of all tracts common to the group. Each participant’s aligned FA data 

were then projected onto the skeleton and fed into voxel-wise cross-participant statistics. The 

nonlinear warps and skeleton projection were also applied to the participants’ MD, AD and 

RD images using the Tbss_non_FA script provided by TBSS tools. For each measure, a 

permutation based p-value was calculated (using the randomize tool in FSL and 10 000 

permutations per contrast) to obtain significant group differences. Demeaned values for age, 

sex and total brain volume were included as covariates. A threshold-free cluster enhancement 

p-value of p<0.05 (corrected for multiple comparisons across space) was used to identify 

significant effects. 

3.4.5 Association between structure and cognitive performance and 

medication dose in CAH 

Observed morphological changes were further investigated by studying their association with 

cognitive performance and medication dosage (HC or HC equivalence in mg/m2). A linear 

regression model with medication dosage as predictor for brain structure and brain structure 

as predictor for cognitive performance with age, sex and brain volume as covariates was 

used.  

3.4.6 Association between brain morphology and disease severity in CAH 

To assess the relationship between brain structure and disease severity, cortical volume, 

surface area and thickness of all regions of the Destrieux atlas from FreeSurfer were 
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correlated with the participants’ genotype (CYP21A2) and phenotype in the same manner as 

described in 3.3.6. The genotypes included here were grouped and ranked by severity as null 

(n=4; no enzyme activity, including complete gene deletion, p.[I172N;R356W] and 

p.R356W); A (n=15; p.G291S, I2 splice, p.R356Q and p.P30L with promotor conversion); B 

(n=15; p.P30L and p.I172N); C (n=3; p.V281L) and wt. To perform correlation analysis, 

volumes from ROIs were fitted to a linear model correcting for age, sex and total brain 

volume, from which residuals were extracted. Nonparametric Spearman’s correlation was 

then performed to examine the relation between brain structure and genotype or phenotype. 

3.4.7 Association between brain morphology and DNA methylation in CAH 

Changes in gene methylation were observed between patients with CAH and controls (paper 

IV). More specifically, one CpG (cg18486102) located in the promotor of the FAIM2 gene 

was hypermethylated, with the degree of methylation being positively correlated with disease 

severity. FAIM2 is a membrane-associated protein that is mainly, but not exclusively, 

expressed in the brain [157, 158]. Because it has been investigated as a protein protecting 

neurons from Fas ligand activated apoptosis [159, 160], it was relevant to investigate whether 

the level of methylation was associated with cortical volume, cortical thickness and surface 

area of all regions of the Destrieux atlas from FreeSurfer. The analyses were performed on 

data from 29 participants (13 CAH, 16 controls). A linear regression model was employed 

assuming that the degree of methylation predicts the structure of the ROIs between CAH and 

controls. Demeaned values for total brain volume, age and sex were included as covariates. 

FDR correction was applied. 



 

 25 

4 RESULTS AND DISCUSSION 

4.1 COGNITION AND PSYCHOPATHOLOGY 

4.1.1 Cognition in patients with CAH 

Studies on cognitive performance in patients with CAH are few and the few studies that are 

available have produced mixed findings. Some studies show that adults and children with 

CAH have lower FSIQ than controls [11, 72, 161]; however, other studies have demonstrated 

that intelligence, regardless of age, is not affected [73]. Still, deficits in verbal working 

memory have been observed, which, in turn, predict a poorer performance on spatial and 

arithmetic tasks [75, 76]. Impairments in cognitive abilities observed in individuals with 

CAH are most likely due to effects of suboptimal GC therapy or early salt-losing crises [75, 

76, 161].  

In paper I, we investigated cognitive performance in young adults with CAH by focusing on 

estimates of general intelligence, executive function, learning and memory. In general, our 

cohort performed within the normal range of the Swedish test norms. However, we did 

identify deficits in executive functioning, observed as reduced performance in the tests 

measuring verbal working memory (Digit Span, p=0.024), visual-spatial working memory 

(Span Board Forward, p=0.005; Backward, p=0.003) and ability to inhibit an overlearned 

response (p=0.002). Men with CAH also presented with reduced performance on fluid 

intelligence/nonverbal logical reasoning (p=0.033). When comparing patients with a null 

CYP21A2 genotype with patients with a non-null genotype, the null group performed 

significantly worse than the non-null group on fluid intelligence/nonverbal logical reasoning 

(p=0.042). Our results are in line with previous studies that identified deficits in working 

memory/executive functions in adult patients with CAH [75, 76]. However, our findings 

contrast with those studies that identified effects on IQ [11, 72, 161] in patients with CAH. A 

plausible explanation for the discrepancy may be differences in detection and clinical 

management of patients with CAH between countries. Differences in IQ may therefore stem 

from salt-losing/hypoglycemic crises, whereas the cause of deficits in executive functioning 

may be primarily caused by suboptimal GC replacement therapy. This reasoning would also 

explain why we do not find any significant differences between SV and SW patients in that 

the majority of our patients were spared from neonatal salt-losing crisis owing to the national 

neonatal screening program and may therefore have been spared from cognitive impairments. 

However, we did not observe an association between current GC dose (HC or HC 

equivalence in mg/m2) and cognitive function. Future studies should use the accumulative 

dose over the life time as a more reliable predictor rather than the current dose because it may 

change substantially over time. 

4.1.2 Effects from prenatal dexamethasone treatment  

Previous reports on the Swedish cohort of prenatally DEX-treated individuals showed that 

those treated during the first trimester of fetal life and who do not have CAH showed reduced 
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verbal working memory capacity [70]. In addition, our more recent follow-up study suggests 

that these effects may be sex-dimorphic because treated girls showed more pronounced  

deficits in executive functions than boys [33]. In addition to the negative impact on executive 

functions, the girls further exhibited broader deficits on cognition, observed as poorer 

performance in tests assessing verbal and nonverbal intelligence [33]. However, when this 

group was assessed at adult age, no cognitive deficits or increases in psychopathology or 

autistic traits were identified (paper II). When cognitive performance was analyzed in a 

within-participant comparison with cognitive performance during childhood, we observed a 

possible improvement in executive function. This was observed as increased scoring on tests 

assessing verbal working memory (Digit Span, p=0.04) and ability to inhibit an overlearned 

response (Stroop, p=0.01). However, there was no significant improvement in verbal 

intelligence and the girls still scored at the same level as in childhood. In DEX-treated 

patients with CAH, there were too few participants to perform meaningful statistical analyses. 

Of note was that women with CAH, treated until term with DEX, exhibited broad deficits on 

cognition similar to what we observed in CAH unaffected girls in childhood [33, 162]. 

Because the study does not contain data from a large number of participants, additional 

national and international studies with longitudinal follow-ups on larger cohorts are needed to 

confirm (or contradict) the present findings. 

4.2 BRAIN MORPHOLOGY IN PATIENTS WITH CAH 

Currently, very few case versus control studies of brain structure in patients with CAH have 

been done. The available studies are mostly based on inspections of MRIs of single cases. As 

regards the available data, there are reports of an increased incidence of WM abnormalities in 

patients with CAH [88-91]. The abnormalities are focal and diffuse and not restricted to any 

particular region of the brain.  There is, however, one study on brain structure in CAH using a 

case versus control design [87]. The study identified widespread reductions in WM structural 

integrity and reduced volumes of the right hippocampus, bilateral thalami, cerebellum and 

brainstem [87]. The study also reported a significant association between current GC 

replacement regimens and cognitive and CNS abnormalities, as well as reductions of choline 

and creatine levels in the mesial temporal lobe. 

4.2.1 Structural abnormalities and total brain volume 

Paper V sought to investigate whether CAH is associated with alterations in brain structure in 

our Swedish cohort (subgroup of the participants in study I). All scans were evaluated for 

structural abnormalities by an independent, blinded radiologist not involved in the study as 

part of general institute procedures. There were no differences in the prevalence of structural 

abnormalities between patients and controls.  

The brain volume of individuals with CAH was about 4.23% smaller than that of population 

controls (p=0.048). This result remained significant after controlling for sex and age 

(p=0.012). However, differences in brain volume were predicted by the participant’s height 

after adjusting for sex and age (p<0.001). Although height significantly predicted brain 
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volume (r=0.487, p<0.001), the observed difference in brain volume between CAH and 

controls cannot solely be explained by differences in height because controlling for height, 

age and sex using a logistic regression model still resulted in a significant group (CAH versus 

control) effect (p=0.019) on volume. Based on this finding, all further analyses included total 

brain volume as a covariate. 

4.2.2 Brain structure in CAH 

Using FSL’s VBM pipeline to test for group differences in grey matter (GM) volume and 

correcting for age, sex and brain volume, we observed three significant clusters in which 

patients with CAH had reduced GM volume compared with controls. These clusters were in 

the left precuneus, right precentral gyrus and cerebellum (right Cerebellar Vermis, Crus II).  

With FreeSurfer’s Qdec tool for whole brain vertex-wise analyses, we observed reduced 

thickness of the bilateral rostral middle frontal gyrus and increased surface area of the left 

cuneus and right superior parietal cortex in patients with CAH. Moreover, in an analysis of 

regions from FreeSurfer’s Destrieux atlas after FDR correction, we observed reduced 

thickness in the left middle frontal gyrus (p=0.004) and right superior occipital sulcus 

(p=0.036), see figure 3. We also observed an interaction between CAH and sex for volume of 

the left lateral anterior fissure (p=0.011). No differences in subcortical structures were 

observed between patients and controls. 

 

Figure 3. Regions significantly different in structure between patients with CAH and 

controls. Results are displayed for the FreeSurfer Destrieux atlas analyses (A) and the 

FreeSurfer whole brain vertex-wise analyses (B). There are differences between CAH 

patients and controls for cortical thickness of the middle frontal gyrus (panel A1 and panel 

B1,2), and right superior occipital sulcus (panel A2). There are also group differences in 

surface area for the right superior parietal (panel B3) and left cuneus (panel B4). Blue colors 

indicate reduced size in CAH compared with controls and red increased size in CAH 

compared with controls; pink colors indicate statistically nonsignificant increased size 

(p<0.1). Figure adapted from van’t Westeinde et al 2018. 
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While not significant after FDR correction, we still observed alterations in structure (p>0.01). 

This observation might indicate further differences in brain structure but may appear as 

nonsignificant because of the small sample size. These alterations were reduced thickness for 

the left intraparietal sulcus (p=0.086) in patients with CAH, increased volume of the left 

inferior frontal orbital gyrus (p=0.091) and the superior temporal polar gyrus (p=0.091). 

There was also reduced volume of the left sub-parietal sulcus (p=0.091) in CAH. 

In summary, the most notable finding was that patients with CAH showed structural 

alteration in the prefrontal regions involved in executive function (primarily the middle 

frontal gyrus and orbitofrontal cortex) and in areas of the parietal and superior occipital 

cortex involved in sensory integration (most predominantly the precuneus). Together, these 

regions comprise part of the working memory network [163]. Moreover, the precuneus is a 

functionally important node that supports complex cognitive processes and behavior; during 

rest, it also shows functional connectivity to the default mode network [164].  

We also identified reductions in GM volume in the cerebellum. The cerebellum is structurally 

and functionally connected to the neocortex and supports activity from all major networks, 

including cognitive functioning [165]. The posterior Vermis and Crus II are especially 

associated with limbic neocortical regions and involved in affect regulation [166]. 

4.2.3 Effects of CAH on white matter integrity 

Compared with controls, patients with CAH showed increased RD in the bilateral superior 

longitudinal fasciculus, see figure 4, increased MD in the bilateral inferior longitudinal 

fasciculus and some reduced FA in a small region of the bilateral cortico-spinal tract.  

 

Figure 4. Examples of results from the TBSS analyses. Patients with CAH showed increased 

radial diffusivity compared with controls. Figure adapted from van’t Westeinde et al 2018. 

Post-hoc analysis of the group separated by sex showed that the white matter impairments 

were more pronounced in men. Compared with controls, men with CAH showed increased 

MD across most major white matter tracts, increased RD in the bilateral cortico-spinal tract 

and right inferior fronto-occipital fasciculus and increased AD in the right inferior fronto-
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occipital fasciculus. Reduced FA in a restricted area of the left cortico-spinal tract was found 

in women with CAH.  

4.2.4 Associations between brain morphology and medication dose, 

cognitive skills, genotype, phenotype and FAIM2 methylation. 

We further performed several regression analyses to determine whether GC dosage (mg/m2), 

cognitive skills, CYP21A2 genotype, CAH phenotype and FAIM2 methylation were 

associated with brain morphology. There was no clear association between brain structure 

and CYP21A2 genotype or phenotype. However, higher doses of GCs were associated with 

increased volume of the left superior temporal polar gyrus (p=0.029). Particularly noteworthy 

was that higher doses of GCs also predicted increased FA (p=0.002) and reduced RD 

(p=0.023), indicating that higher dosages are associated with less damaged WM 

microstructure. Furthermore, increased FA predicted better visuospatial working memory 

performance (p=0.039) and reduced visuospatial working memory capacity was further 

associated with a smaller volume of the left sub-parietal sulcus (p=0.015). These findings 

suggest that suboptimal treatment with GCs is at least partly responsible for the cognitive 

deficits observed in patients with CAH. Compared with controls, patients with CAH 

performed worse on the visuospatial working memory tests (Span Board Forward, p=0.016; 

Span Board Backward, p=0.007) (see also paper I or 4.1.1). 

Finally, there was a positive association between FAIM2 promoter methylation and the 

surface area of the medial occipito-temporal and lingual sulcus (p=0.028) (FDR corrected). 

FAIM2 is an anti-apoptotic protein protecting neurons from Fas ligand activated apoptosis 

[159, 160]. This result indicates that DNA methylation may possibly be a mediating 

molecular mechanism in brain development and morphology in patients with CAH. We 

therefore suggest that hypermethylation of cg18486102 in the FAIM2 promotor could result 

in neurons being more sensitive to apoptosis, reductions in axonal growth, or both, and are 

therefore associated with alterations in structure.  

4.2.5 Effects from prenatal dexamethasone on brain morphology 

Using the Destrieux atlas in FreeSurfer to analyze brain structure in prenatally treated 

patients, no differences were observed compared with controls. However, analyzing vertex-

wise whole brain estimates using FreeSurfer Qdec application after Monte Carlo simulation 

at p<0.05, prenatally treated patients had reduced thickness and surface area bilaterally of a 

large area encompassing the parietal and superior occipital cortex (mostly the precuneus). 

These results are partly consistent with the observation that prenatally treated women with 

CAH performed worse than untreated women with CAH on most measures of cognition 

(paper I) [162]. Because the cognitive deficits were observed mostly in women, but the effect 

on brain morphology was observed in both sexes, the associations between DEX, cognitive 

outcome and brain structure warrant further investigation on larger cohorts. Finally, given 

that the sample of prenatally treated patients is very small, the results need to be interpreted 

with caution.  
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4.3 EPIGENETICS IN THE CONTEXT OF CAH 

During the past decade, DNA methylation has been studied as a plausible programming 

mechanism for adapting long-lasting effects on health after exposure to stress or traumatic 

events, i.e. natural models of GC exposure. However, most researchers have investigated 

effects in single candidate genes and changes in gene promotors, which emphasize the need 

for additional investigations in this area of research using techniques with more extensive 

coverage, such as microarrays and bisulfite next-generation sequencing. For example, in cord 

blood in offspring of depressed mothers, the methylation status is increased in the GR1F 

promotor, and associated with an increased salivary cortisol response 3 months postnatally as 

a marker of altered stress reactivity in infancy [167]. Moreover, the methylation status of the 

SLC6A4 (the serotonin transporter) promotor has been positively associated with exposure to 

stress [168], suppressed in vivo synthesis of serotonin [169] and linked to brain function 

during emotion processing [102]. There are several genes that have been associated with GC 

exposure and altered methylation, including BDNF, FKBP5, TNF, LTA, SCG5 and 

HSD211B2 [100, 109, 170, 171]. 

There are a few useful genome wide studies in this context. Using the 450K array, Weder et 

al. identified differentially methylated CpGs in saliva-derived DNA in genes implicated in 

stress response, neural plasticity and neural circuitry in maltreated children. The methylation 

status of several of these genes was associated with basal cortisol levels in children [101]. 

Looking back to the previously mentioned study on children exposed to PNMS during a 

natural disaster, Cao-Lei et al. were able to show that PNMS is associated with broad and 

functionally organized changes in the human T-cell methylome [109]. Using the 450K array, 

they identified specific changes in the gene programming of the immune system itself, mostly 

reflecting different aspects of T-cell functionality [109]. Furthermore, DNA methylation was 

found to be an important regulator of cytokine production in children subjected to PNMS 

[110] with altered levels of cytokines subsequently attributed to a shift between the levels of 

Th1 and Th2 cells [110, 111]. Their results are further strengthened by the finding that, in 

girls but not boys, higher levels of PNMS predicted a greater lifetime risk of wheezing, 

doctor-diagnosed asthma and lifetime use of corticosteroids [172].  

Summarizing, it seems as though DNA methylation is a regulator in locking in long-term 

genomic programs derived from the environment of the individual, and as such, is an 

important factor to evaluate when investigating prenatal and life-long treatments, as in the 

context of CAH. Differential methylation identified in peripheral cells can be used in 

investigating genes relevant for brain functions (e.g., NR3C1, SLC6A4, BDNF and SCG5). 

The reprogrammed immune system identified in the Canadian PNMS cohort also provides 

insight on how stress affects peripheral cells on a genome-wide level. Children subjected to 

PNMS showed cognitive and behavioral alterations, but it is not known whether PNMS may 

cause structural changes in the brain. Alterations in peripheral cytokine levels may play a 

plausible mechanistic role in the formation of structural changes in the CNS, however. 
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4.3.1 DNA methylation in patients with CAH  

We did not identify any effect on methylation from DEX or CAH. Yet, we did identify two 

DMPs to be correlated with a participant phenotype: cg18486102 (rho=0.58, p=0.027) and 

cg02404636 (rho=0.58, p=0.038). The DMP cg02404636 also correlated with genotype 

(rho=0.59, p=0.024). The DMP cg18486102 is located in the transcriptional start site (TSS, 

200 pb upstream of the gene) region of the FAIM2 gene and cg02404636 in the TSS1500 

region of the SFI1 gene. The CpG cg18486102 is located in a CpG island and a DNase1 

hypersensitive site. They are also located in a region enriched for two histone modifications 

(H3K4me2 and H3K4me3) that are markers for actively transcribed promotors and 

transcription factor binding sites [173, 174]. The CpG cg02404636 also overlapped with a 

DNase1 hypersensitive site and was located near a CpG island.  

The differentially methylated CpG also overlapped with regions enriched with a large number 

of histone modifications. Furthermore, investigating CD4+ T-cell-specific data using 

Ensambl (http://grch37.ensembl.org/index.html), we identified the regions for both CpGs as 

active promoters in this cell type. 

4.3.1.1 Associations with patient outcome 

In general, we did not observe any differences in cognitive measures in this subgroup of 

participants included in study IV. This finding may arise from the fact that children were 

included who still did not develop cognitive impairments. We did, however, observe higher 

levels of serum C-peptide in patients with CAH (p=0.044). In addition, levels of C-peptide 

(rho=0.261, p=0.044) and HbA1c (rho=0.274, p=0.034) were positively correlated with 

patient phenotype and with patient genotype (C-peptide: rho=0.265, p=0.044;  HbA1c: 

rho=0.281, p=0.033). These results suggest that patients with a more severe CYP21A2 

mutation and clinical phenotype may be more susceptible to insulin resistance. Thus, we 

provide additional evidence that the severity of the disorder is associated with affected 

glucose homeostasis, which concurs with previous evidence [15, 175, 176]. Alternatively, we 

suggest the possibility that this finding is associated with GC treatment rather than disease 

severity. With a more severe degree of CAH, higher dosages of GCs may be necessary to 

achieve optimal treatment and hence this may be a mechanism of these metabolic effects.  

We only identified one association between methylation and outcome, namely the CpG 

cg02404636, which showed a significant interaction with the sex of the participant and 

fasting plasma HDL cholesterol levels (p=0.035). The explanation for why we did not find 

additional associations may be related to the size of the cohort. Because many of our p-values 

were between 0.05 and 0.1, this may be a sign of a lack of power or that methylation 

underlies other biological factors that in turn affect outcome (e.g., brain structure) (see 4.2.4).  

4.3.2 Effects from prenatal dexamethasone on DNA methylation 

Using the previously described pipeline in 3.3.5, we identified three sets of DMPs associated 

with first trimester DEX treatment (paper III). Group differences for DMPs associated with a 
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main effect of prenatal DEX or an association between treatment and the participants’ sex 

(DEX x sex) were between 0-10%. Differential methylation associated with the DEX 

treatment applying a p<0.01 probe selection criterion resulted in 9672 DMPs, corresponding 

to 5220 unique genes (3482 DMPs were hypermethylated and 6190 hypomethylated). 

Applying the second probe selection criteria (p<0.01 and a group difference in methylation of 

5%) for probe selection resulted in 2234 DMPs sites, corresponding to 1422 unique genes 

(519 DMPs were hypermethylated and 1715 hypomethylated). Applying the third criteria 

(p<0.01 and a group difference in methylation of 10%) for probe selection, we identified 42 

DMPs, corresponding to 24 unique genes (19 DMPs were hypermethylated and 23 

hypomethylated). For probes associated with the treatment’s interaction with the participants’ 

sex for the first selection criterion (p<0.01), we identified 7393 DMPs with 4421 unique 

genes annotated (3129 DMPs were hypermethylated and 4264 hypomethylated). The second 

selection criteria resulted in 2786 DMPs with 1749 unique genes annotated (1613 DMPs 

were hypermethylated and 1173 hypomethylated). The third selection criteria gave 200 

DMPs with 159 unique genes annotated (89 DMPs were hypermethylated and 111 

hypomethylated). Moreover, the DEX x sex-associated DMPs had more hypomethylated 

probes (53.5%) than hypermethylated probes (46.5%), (Figure 2B). The percentages for 

DEX-associated probes were 50.3% for hypermethylated probes and 49.7% for 

hypomethylated probes.  

The DMPs were further enriched in gene bodies and intergenic regions (all ps<0.05, 

Bonferroni corrected) and in open seas (regions not associated with a CpG island) (all 

ps<0.05). Moreover, the DEX x sex-associated DMPs were enriched in S shelves, <2 kb 

flanking outwards from a CpG shore (p<0.05).  

These findings led us to a new question: How would these sites potentially affect gene 

regulation? This question was answered by performing a post hoc analysis investigating 

whether DMPs were enriched at specific epigenomic markers. Genomic regions for the 

markers were acquired from the US National Institute of Health Roadmap Epigenomics 

Project using data from specific CD4+ T-cells (http://egg2.wustl.edu/roadmap/web_portal/). 

We investigated enrichment with genomic regions enriched for the histone modifications 

H3K4me1 and H3K27ac (enriched at active enhancers) or H3K36me (enriched in actively 

transcribed gene bodies) and DNase 1 hypersensitive sites. Enrichment analyses were 

performed by comparing the proportion of overlapping DMPs with the distribution of probes 

from the 450K array using Fisher’s exact test. The proportion of probes in intergenic regions 

and associated with the DEX x sex interaction was significantly higher than expected for 

H3K4me1 sites (odds ratio [OR]=2.84, p=0.0004) and for H3K27ac sites (OR=2.54, 

p=0.002). These findings may indicate that DEX-associated changes in methylation affect 

regulation of gene expression by altering the chromatin state and accessibility of regulatory 

elements. 

We also investigated genes reported to be differentially methylated after exposure to high 

GC/stress levels (BDNF, FKBP5, NR3C1, NR3C2, TNF, LTA, SCG5, SLC6A4 and 
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HSD211B2) [100, 109, 167, 169-171] to determine whether we could replicate the results 

from these studies. We also analyzed other genes relevant to the research questions. These are 

genes either involved in the regulation and maintenance of DNA methylation (DMNT1, 

DMNT3A, DMNT3, DMNT3L, TET1, TET2, TET3, KDM1A and KDM1B) or genes involved 

in steroid action, regulation and production (CRH, CRHR1, SRD5A2, SF-1, HSD3B1, 

CYP21A2, CYP19A1, CYP17A1, CYP11A1, CYP11B1, CYP11B2, MC2R and POMC).  

In this analysis, we identified DMPs in genes involved in the regulation and maintenance of 

DNA methylation that may indicate that prenatal DEX alters the programming of the 

epigenetic regulatory system. Through this mechanism, DEX may have both widespread and 

long-lasting effects on gene regulation.   

We further observed DMPs with altered DNA methylation located upstream of the 

transcriptional start site regions (TSS, up to 1500 bp away) and 5’ untranslated regions (UTR) 

in several genes involved in adrenal steroidogenesis (CRH, CYP21A2, CYP19A1, CYP11A1, 

CYP11B1 and CYP11B2). A possible interpretation of these results is that they reflect an 

adaptation in the HPA axis as a response from the prenatal DEX treatment on an epigenomic 

level. Fetal programming on prenatal exposure to GCs has previously been shown to affect 

the HPA axis. In a follow-up study, children exposed to synthetic GCs in late pregnancy and 

born at term showed an increase in cortisol responses to psychosocial stress, with greater 

effects seen in girls [68, 177]. This finding suggests an epigenetic programming of the HPA 

axis as a response to prenatal DEX treatment, a finding confirming with previous research 

[30].  

The targeted genes identified in the literature to be implicated in GC exposure, stress and 

traumatic events all contained DMPs. Furthermore, in genes that are more relevant for brain 

function, we found significant associations between DNA methylation and performance in 

cognitive tasks. Methylation status in BDNF was associated with performance in the WAIS-IV 

Digit Span, WAIS-IV Coding and WMS List learning, immediate recall and FKBP5 and 

NR3C1 were associated with WAIS-IV Matrices. Taken together, these findings suggest that 

one mechanism for DEX-induced cognitive deficits may be alterations in methylation in 

specific neurons and in cells involved in the function of the HPA axis. 

4.3.2.1 Functional enrichment 

To add functional meaning to the DMPs, we performed two enrichment analyses: GREAT 

and GAT. The enriched GO terms were mostly related to immune functioning and 

inflammation but also indicated effects on other biological systems (e.g., one of the top most 

significant pathways is gastric acid secretion). This is a relevant finding in the sense that GCs 

increase gastric acid secretion and prolonged GC exposure may cause peptic ulceration or 

aggravate existing ulcers [178]. Moreover, an unexpected finding in our study was that the 

olfactory receptor activity was the top most significant GO term cluster and enriched for both 

the effect of DEX and the DEX x sex interaction effect. Previously, a cluster of olfactory 

receptor genes was identified to be differentially methylated in T-cells and in cells of the 
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prefrontal cortex in rhesus monkeys subjected to differential maternal rearing [179]. In 

addition, a recent study analyzing DNA methylation and RNA expression in patients with 

PTSD found differential expression of eight olfactory receptor genes or related genes in 

peripheral blood [180]. This result indicates that olfactory receptors may yet have unknown 

biological roles important for establishing the fetal programming and early life events with 

high GC exposure. 

The effect also pointed towards an affected immune system with altered susceptibility to 

asthma and IBD. In the GAT analysis after FDR correction, DMPs associated with DEX 

showed enrichment around IBD-associated SNPs (q=0.022) and DEX x sex-associated DMPs 

enriched with asthma-associated SNPs (q=0.022). These results raise the possibility that 

when DEX alters DNA methylation in cis, it could contribute to the development of these 

disorders by altering gene expression, either on its own or synergistically occurring with 

disease-associated SNPs. 

Taken together, a plausible conclusion could therefore be that prenatal DEX treatment creates 

a long-lasting program for the immune system, which could potentially lead to the 

development of immune-mediated inflammatory disease later in life. This contention agrees 

with results from the Canadian study of children who had been subjected to PNMS. Their 

results showed that higher levels of stress predicted a higher lifetime risk of wheezing and 

asthma [172]. These conditions were only observed in girls and therefore maternal 

endogenous cortisol exposure/GC treatment during pregnancy may affect fetal epigenetic 

programming in a way that may be sex dimorphic [109, 172]. This proposal also agrees with 

the observation that girls had broader cognitive deficits when we assessed their cognitive 

functions during childhood [33]. 

4.4 ETHICAL CONSIDERATIONS 

Prenatal treatment of CAH has been performed worldwide since the mid-1980s to minimize 

the virilization of affected girls. However, the treatment is still considered experimental and 

the long-term effects are unclear. In Sweden, prenatal DEX treatment was employed since 

1985 and later continued as a clinical trial (PREDEX, PI, S Lajic). Because of the recessive 

mode of inheritance and that only the girls are virilized, only 1 of 8 fetuses will benefit from 

DEX treatment and 7 of 8 fetuses (who also cannot consent) will unnecessarily be exposed to 

high doses of GC during early embryonic life. This is a huge ethical dilemma. Initially, the 

treatment was thought to be almost completely without adverse events. However, this view 

only lasted until the late 2000s in Sweden when Hirvikoski et al. observed cognitive deficits 

in prenatally treated participants [70]. In light of these observations, the treatment is no longer 

offered in Sweden since November 2010 [18]. 

There are also important ethical concerns regarding the design of the study on prenatal DEX. 

The issue is that the design is retrospective and with it comes the problem that some 

participants do not know that they were treated, as their parents may not have told them. This 

situation can be disturbing and confusing for them and disruptive for their families. This may 
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also be a reason for the families to refuse to participate in the longitudinal follow-up. 

However, not performing the follow-up and evaluation of the treatment would lead to a lack 

of knowledge and leave us uninformed about the long-term safety of this treatment, which is 

still widely used globally. Thus, it was decided that the consequences of not performing the 

follow-up outweighed the potential drawbacks. 

All participants gave their informed consent before participation and the regional ethics 

committee of Stockholm approved the study. The tests and procedures were noninvasive, 

except for the blood samples. The participants were informed that participation was voluntary 

and local anesthetics in the form of plaster (EMLA) to numb the skin were used before blood 

sampling. After all the tests and procedures, the data carrying personal information were 

coded to ensure anonymity. When the data are presented, no individual can be identified from 

the data (anonymous data). 
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4.5 CONLUSIONS AND FUTURE PERSPECTIVES 

In summary, our studies further elucidate the long-term consequences of prenatal DEX 

treatment on health in patients with CAH, as well as in individuals at risk of, but not affected 

by, CAH.  First, with respect to the use of prenatal DEX, our studies [33, 70] show that the 

observed cognitive deficits, mostly verbal working memory, during childhood and 

adolescence seem to normalize by the time the treated individuals reach adulthood. However, 

the effects on verbal intelligence observed in girls do not normalize in adulthood. The young 

adults who were prenatally treated with DEX did not show any increase in psychopathology 

or autistic traits either, which is encouraging. The cohort is unfortunately relatively small and 

replication in larger cohorts is needed to confirm the results. Another question that can be 

answered by future studies is whether the normalization in verbal working memory may be 

related to differences in functional activation or structural changes in the brain in treated 

participants. We also observed that the girls treated until term who have CAH perform worse 

on most measures of cognitive function than prenatally untreated women with CAH at adult 

age. This may indicate that women with CAH are more negatively affected by DEX than 

CAH unaffected women and men with CAH. This may stem from treatment duration and the 

additional load from postnatal GC treatment. 

DNA methylation levels were altered in DEX-treated participants without CAH. More 

specifically, it seems that in CD4+ T-cells there is evidence for an epigenetic reprogramming 

of the immune system, a reprogramming that may lead to altered susceptibility for 

inflammatory disorders (e.g., IBD and asthma) in treated participants. However, functional 

studies and replications in larger cohorts are necessary to confirm the results. Moreover, we 

did not aim to investigate if an increased incidence of inflammatory disorders exists within 

the current cohort of treated individuals. Together with functional studies, an increased 

incidence of inflammatory disorders may be investigated in future studies. Our results, 

however, indicated an effect on peripheral cytokines as well, (e.g., LTA), which accords well 

with studies from children exposed to PNMS [110]. Future studies should investigate whether 

peripheral DNA methylation in prenatally DEX-treated participants is associated with 

cytokine levels. Results from functional studies may provide a possible mechanism for 

altered disease susceptibility. We also identified alterations in methylation in genes involved 

in adrenal steroidogenesis, indicating altered epigenomic programming for the HPA axis. 

This finding may further encourage future studies to examine the effects from first trimester 

GC exposure on the HPA axis. If prenatal DEX alters the sensitivity of the HPA axis, this 

may have further consequences on immune functioning, cognition and behavior and 

metabolism. 

For patients with CAH, we find that in adulthood executive functioning is impaired, 

especially working memory. These deficits seem to be related to alterations in the brain 

structure in hubs that are part of the working memory network, as well as damages to the 

white matter microstructure. We also find that around the time of the MR scan, the dose of 

daily GC replacement is related to white integrity, indicating that the medication is at least 
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partly responsible for the observed cognitive deficits. The observed structural changes in our 

cohort are not clearly linked to sex or disease severity. Therefore, the outcome might be the 

result of a complex interaction between the individual’s genotype/phenotype, number of salt-

losing crises and difficulties mimicking the normal circadian rhythm of cortisol across the 

lifespan. Moreover, FAIM2 promotor methylation predicted the surface area of the medial 

occipito-temporal and lingual sulcus indicating an epigenetic factor involved in brain 

morphology in patients with CAH. However, further studies on larger cohorts in addition to 

functional studies are needed to determine whether the identified alterations affect brain 

structure. This complex interplay might have a pronounced effect on the sensitive circuits 

involved in working memory. We also suggest that the structural changes could be the result 

of long-term alterations in functional activation. Alternatively, changes may be due to 

alterations in energy supply to the brain by affected glucose levels due to sup-optimal 

treatment. This latter argument is supported by the evidence that the precuneus is altered in 

both patients with CAH and DEX-treated patients. This change may be because the 

precuneus is a highly metabolically demanding area, requiring around 35% more glucose 

than any other region in the human brain and may therefore be the first affected [164, 181]. 

Longitudinal study designs are needed to see how the brain is affected and how changes take 

place throughout development in patients with CAH and to further investigate the link 

between structure and function. In addition, we discovered that methylation is related to the 

severity of the disorder as indicated by the two identified DMPs in the FAIM2 and SFI1 

genes. We also found that patients with a more severe genotype/phenotype may be more 

susceptible to insulin resistance. A plausible explanation for this finding may be that when 

the severity of the disorder increases and demands higher GC substation, there may be an 

effect on both metabolism and DNA methylation. This possibility may be investigated in the 

future by associating metabolic outcome and methylation with the accumulated GC exposure 

from treatment in patients with CAH, as this may be a more reliable variable than GC dose at 

the time of assessment as the dose is changed throughout the patients lifespan. This may also 

be relevant for the studies regarding cognition and brain structure. Furthermore, recently, 

treatment with modified-release hydrocortisone has been evaluated in small groups of 

patients with CAH [182, 183]. Results from these studies point towards that these types of 

GC treatments may create a more normal cortisol profile and may also be associated with a 

number of beneficial outcomes (e.g. metabolism) [182-184]. 

Finally, the studies included in this thesis have furthered our understanding on how prenatal 

GCs affect long-term outcome in DEX-treated individuals. We also elucidated the postnatal 

effects of lifelong GC replacement therapy given to all patients with CAH. We find that 

patients with CAH exhibit both deficits in executive functioning and alterations in brain 

morphology at adult age and there is some evidence that this is related to the dose of GC 

given to the patient. This highlights the problem of optimization of GC replacement therapy 

in patients with CAH and that both infra and supra physiological levels of GCs can be 

harmful in the long term perspective for the patient. Furthermore, the results will be of 

particular importance for the future use of prenatal DEX treatment given that this treatment is 
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still in use outside of Sweden. Although our results point towards that cognitive deficits seem 

to normalize by adult age, it is, however, not clear from the current study that this is a “catch-

up” effect. The possibility still exist that the individuals require stronger functional activation 

and need to make an extra effort to reach the same performance as their untreated peers. 

Moreover, the finding from our study regarding DNA methylation indicates that the DEX-

treated children may be more susceptible to inflammatory disorders. Therefore, our 

standpoint still remains that this treatment should not be a part of the therapeutic arsenal for 

CAH. However, for meaningful meta-analyses to be performed, more studies are needed to 

confirm our findings. With additional studies and evidence, stronger conclusions can be 

drawn to support and inform the clinicians on how to better manage patients with CAH. 

  



 

 39 

5 ACKNOWLEDGEMENTS 

First of all, I want to extend my gratitude to my supervisors: Svetlana Lajic, David Gomez-

Cabrero, Anna Nordenström and Michela Barbaro. Without your unwavering support and 

encouragement, my PhD at Karolinska Institutet would not have been possible. Each and 

every one of you have introduced me to new and different areas of medical science and 

helped me to become more enthusiastic and committed to my own research. Svetlana and 

Anna, you have been crucial in introducing me to pediatric endocrinology. Svetlana, you 

also helped me a great deal in the lab initially, although you already had a lot of things to do 

on your end. David, through your teachings, I became highly motivated to learn more about 

bioinformatics, epigenetics and programming. Last but not the least, Michela Barbaro, if 

you would not have taken me in to perform my bachelor project in your group, then I would 

most likely not be active within science today. The time spent with you while writing my 

bachelor and master projects made me both curious and fascinated with medical science and 

research. I extend grateful thanks to all my supervisors for their professionalism, patience, 

guidance, wisdom and faith in me.  

 

I would also like to express my gratitude to my co-author and colleague, Tatja Hirvikoski, 

for taking the time to teach and help me with the neuroscientific aspects of my projects. 

 

I also want to give my heartfelt appreciation to the Medical Students’ Association at 

Karolinska Institutet (Swedish: Medicinska Föreningen) and all the people I met and 

worked with there. You created a warm and welcoming environment that, for a lonely student 

coming from the forest southwest of Stockholm, has been invaluable. 

 

Finally, I want to express my profound gratitude to my family, friends and colleagues, both 

in and outside of academia. You have all contributed tremendously in various ways and my 

PhD would have been a very different (and much more difficult) experience without you.  

You have all been extremely supportive during my PhD studies and I am so grateful to have 

you in my life.    

Thank you all for accompanying me during this thesis work. 





 

 41 

6 REFERENCES 

1. Speiser, P.W., et al., Congenital adrenal hyperplasia due to steroid 21-hydroxylase 

deficiency: an Endocrine Society clinical practice guideline. J Clin Endocrinol Metab, 

2010. 95(9): p. 4133-60. 

2. Speiser, P.W., et al., High Frequency of Nonclassical Steroid 21-Hydroxylase 

Deficiency. Am. J. Hum. Genet., 1985. 37: p. 650-667. 

3. Wedell, A., Molecular Genetics of 21- Hydroxylase Deficiency. Endocr. Dev., 2011. 

20: p. 80-87. 

4. Krone, N., et al., Genotype-phenotype correlation in 153 adult patients with 

congenital adrenal hyperplasia due to 21-hydroxylase deficiency: analysis of the 

United Kingdom Congenital adrenal Hyperplasia Adult Study Executive (CaHASE) 

cohort. J Clin Endocrinol Metab, 2013. 98(2): p. E346-54. 

5. Nordenstrom, A., et al., Sex-typed toy play behavior correlates with the degree of 

prenatal androgen exposure assessed by CYP21 genotype in girls with congenital 

adrenal hyperplasia. J Clin Endocrinol Metab, 2002. 87(11): p. 5119-24. 

6. New, M.I., et al., Genotype-phenotype correlation in 1,507 families with congenital 

adrenal hyperplasia owing to 21-hydroxylase deficiency. Proc Natl Acad Sci U S A, 

2013. 110(7): p. 2611-6. 

7. Barbaro, M., et al., Functional analysis of two recurrent amino acid substitutions in 

the CYP21 gene from Italian patients with congenital adrenal hyperplasia. J Clin 

Endocrinol Metab, 2004. 89(5): p. 2402-7. 

8. Barbaro, M., et al., In vitro functional studies of rare CYP21A2 mutations and 

establishment of an activity gradient for nonclassic mutations improve phenotype 

predictions in congenital adrenal hyperplasia. Clin Endocrinol (Oxf), 2015. 82(1): p. 

37-44. 

9. de Paula Michelatto, D., et al., Functional and Structural Consequences of Nine 

CYP21A2 Mutations Ranging from Very Mild to Severe Effects. Int J Endocrinol, 

2016. 2016: p. 4209670. 

10. Choi, J.H. and H.W. Yoo, Management issues of congenital adrenal hyperplasia 

during the transition from pediatric to adult care. Korean J Pediatr, 2017. 60(2): p. 

31-37. 

11. Johannsen, T.H., et al., Impaired Cognitive Function in Women with Congenital 

Adrenal Hyperplasia. The Journal of Clinical Endocrinology & Metabolism, 2006. 

91(4): p. 1376-1381. 

12. Nordenstrom, A., et al., Sexual function and surgical outcome in women with 

congenital adrenal hyperplasia due to CYP21A2 deficiency: clinical perspective and 

the patients' perception. J Clin Endocrinol Metab, 2010. 95(8): p. 3633-40. 

13. Miller, W.L., Fetal endocrine therapy for congenital adrenal hyperplasia should not 

be done. Best Practice & Research Clinical Endocrinology & Metabolism, 2015. 

29(3): p. 469-483. 

14. Nordenskjold, A., et al., Type of mutation and surgical procedure affect long-term 

quality of life for women with congenital adrenal hyperplasia. J Clin Endocrinol 

Metab, 2008. 93(2): p. 380-6. 



 

42 

15. Falhammar, H., et al., Increased Cardiovascular and Metabolic Morbidity in Patients 

With 21-Hydroxylase Deficiency: A Swedish Population-Based National Cohort 

Study. J Clin Endocrinol Metab, 2015. 100(9): p. 3520-8. 

16. Strandqvist, A., et al., Suboptimal psychosocial outcomes in patients with congenital 

adrenal hyperplasia: epidemiological studies in a nonbiased national cohort in 

Sweden. J Clin Endocrinol Metab, 2014. 99(4): p. 1425-32. 

17. David, M. and M.G. Forest, Prenatal treatment of congenital adrenal hyperplasia 

resulting from 21-hydroxylase deficiency. Journal of Pediatrics, 1984. 105: p. 799-

803. 

18. Hirvikoski, T., et al., Prenatal Dexamethasone Treatment of Children at Risk for 

Congenital Adrenal Hyperplasia: The Swedish Experience and Standpoint. The 

Journal of Clinical Endocrinology & Metabolism, 2012. 97(6): p. 1881-1883. 

19. Lajic S, B.T.-H., Holst M, Ritzén M, Wedell A., Prenatal diagnostik och behandling 

av adrenogenitalt syndrom förhindrar virilisering av flickfoster Lakartidningen, 1997. 

94: p. 4781-6. 

20. Tardy-Guidollet, V., et al., New management strategy of pregnancies at risk of 

congenital adrenal hyperplasia using fetal sex determination in maternal serum: 

French cohort of 258 cases (2002-2011). The Journal of clinical endocrinology and 

metabolism, 2014. 99(4): p. 1180-8. 

21. New, M.I., et al., Noninvasive prenatal diagnosis of congenital adrenal hyperplasia 

using cell-free fetal DNA in maternal plasma. J Clin Endocrinol Metab, 2014. 99(6): 

p. E1022-30. 

22. Barker, D.J., The Wellcome Foundation Lecture, 1994. The fetal origins of adult 

disease. Proc Biol Sci. , 1995. 262(1363): p. 37-43. 

23. Chapman, K., M. Holmes, and J. Seckl, 11β-Hydroxysteroid Dehydrogenases: 

Intracellular Gate-Keepers of Tissue Glucocorticoid Action. Physiol Rev, 2013. 

93(3): p. 1139-1206. 

24. Busada, J.T. and J.A. Cidlowski, Mechanisms of Glucocorticoid Action During 

Development. Curr Top Dev Biol, 2017. 125: p. 147-170. 

25. Lajic, S., L. Karlsson, and A. Nordenstrom, Prenatal Treatment of Congenital 

Adrenal Hyperplasia: Long-Term Effects of Excess Glucocorticoid Exposure. Horm 

Res Paediatr, 2018. 89(5): p. 362-371. 

26. Norberg, H., et al., Antenatal corticosteroids for preterm birth: dose-dependent 

reduction in birthweight, length and head circumference. Acta Paediatr, 2011. 100(3): 

p. 364-9. 

27. Samarasinghe, R.A., et al., Nongenomic glucocorticoid receptor action regulates gap 

junction intercellular communication and neural progenitor cell proliferation. Proc 

Natl Acad Sci U S A, 2011. 108(40): p. 16657-62. 

28. Hauser, J., et al., Effects of prenatal dexamethasone treatment on physical growth, 

pituitary-adrenal hormones, and performance of motor, motivational, and cognitive 

tasks in juvenile and adolescent common marmoset monkeys. Endocrinology, 2008. 

149(12): p. 6343-55. 



 

 43 

29. Davis, E.P. and C.A. Sandman, The Timing of Prenatal Exposure to Maternal 

Cortisol and Psychosocial Stress Is Associated With Human Infant Cognitive 

Development. Child Development, 2010. 81(1): p. 131–148. 

30. Alexander, N., et al., Impact of antenatal synthetic glucocorticoid exposure on 

endocrine stress reactivity in term-born children. J Clin Endocrinol Metab, 2012. 

97(10): p. 3538-44. 

31. Alexander, N., et al., Impact of Antenatal Glucocorticoid Therapy and Risk of 

Preterm Delivery on Intelligence in Term-Born Children. J Clin Endocrinol Metab, 

2016. 101(2): p. 581-9. 

32. Poulain, M., et al., Dexamethasone induces germ cell apoptosis in the human fetal 

ovary. J Clin Endocrinol Metab, 2012. 97(10): p. E1890-7. 

33. Wallensteen, L., et al., Sex-dimorphic effects of prenatal treatment with 

dexamethasone. J Clin Endocrinol Metab, 2016: p. jc20161543. 

34. Ragnarsson, O., et al., Common genetic variants in the glucocorticoid receptor and 

the 11beta-hydroxysteroid dehydrogenase type 1 genes influence long-term cognitive 

impairments in patients with Cushing's syndrome in remission. J Clin Endocrinol 

Metab, 2014. 99(9): p. E1803-7. 

35. LWPES/ESPE., Consensus statement on 21-Hydroxylase deficiency from The Lawson 

Wilkins Paediatric Endocrine Society and The European Society for Paediatric 

Endocrinology. J Clin Endocrinol Metab, 2002. 87(9): p. 4048-4053. 

36. Hirvikoski, T., et al., Long-term follow-up of prenatally treated children at risk for 

congenital adrenal hyperplasia: does dexamethasone cause behavioural problems? 

Eur J Endocrinol, 2008. 159(3): p. 309-16. 

37. Bookout, A.L., et al., Anatomical profiling of nuclear receptor expression reveals a 

hierarchical transcriptional network. Cell, 2006. 126(4): p. 789-99. 

38. Hawkins, U.A., et al., The Ubiquitous Mineralocorticoid Receptor: Clinical 

Implications. Current Hypertension Reports, 2012. 14(6): p. 573-580. 

39. Bamberger, C.M., H.M. Schulte, and G.P. Chrousos, Molecular Determinants of 

Glucocorticoid Receptor Function and Tissue Sensitivity to Glucocorticoids. 

Endocrine Reviews, 1996. 17(3): p. 245-261. 

40. Martini, F.H. and J.L. Nath, Fundamentals of Anatomy & Physiology Eighth Edition 

ed. 2009: Pearson, Benjamin Cummings. 

41. Berne, R.M. and M.N. Levy, Physiology - The endocrine system. . Third Edition ed. 

1993. 

42. De Kloet, E.R., et al., Brain Corticosteroid Receptor Balance in Health and Disease. 

Endocrine Reviews 1998. 19(3): p. 269–301. 

43. Geer, E.B., J. Islam, and C. Buettner, Mechanisms of glucocorticoid-induced insulin 

resistance: focus on adipose tissue function and lipid metabolism. Endocrinol Metab 

Clin North Am, 2014. 43(1): p. 75-102. 

44. Kelly, B.A., et al., Antenatal glucocorticoid exposure and long-term alterations in 

aortic function and glucose metabolism. Pediatrics, 2012. 129(5): p. e1282-90. 

45. Ye, J., Mechanisms of insulin resistance in obesity. Front Med, 2013. 7(1): p. 14-24. 



 

44 

46. Goodwin, J.E. and D.S. Geller, Glucocorticoid-induced hypertension. Pediatr 

Nephrol, 2012. 27(7): p. 1059-66. 

47. Cain, D.W. and J.A. Cidlowski, Immune regulation by glucocorticoids. Nat Rev 

Immunol, 2017. 17(4): p. 233-247. 

48. Colciago, A., et al., Learning and memory: Steroids and epigenetics. J Steroid 

Biochem Mol Biol, 2015. 150: p. 64-85. 

49. Matsusue, Y., et al., Distribution of corticosteroid receptors in mature 

oligodendrocytes and oligodendrocyte progenitors of the adult mouse brain. J 

Histochem Cytochem, 2014. 62(3): p. 211-26. 

50. de Kloet, E.R., M. Joels, and F. Holsboer, Stress and the brain: from adaptation to 

disease. Nat Rev Neurosci, 2005. 6(6): p. 463-75. 

51. LeDoux, J.E., Emotion Circuits In the Brain. Annu. Rev. Neurosci., 2000. 23: p. 155–

184. 

52. Funahashi, S., Neuronal mechanisms of executive control by the prefrontal cortex. 

Neuroscience Research 2001. 39: p. 147–165. 

53. Opitz, B., Memory Function and the Hippocampus. Front Neurol Neurosci., 2014. 34: 

p. 51-59. 

54. Sapolsky, R.M., Glucocorticoids and Hippocampal Atrophy in Neuropsychiatric 

Disorders. Arch. Gen. Psychiatry., 2000. 57: p. 925-935. 

55. Stuart, F.A., T.Y. Segal, and S. Keady, Adverse psychological effects of 

corticosteroids in children and adolescents. Arch Dis Child, 2005. 90(5): p. 500-6. 

56. Lupien, S.J., et al., The effects of stress and stress hormones on human cognition: 

Implications for the field of brain and cognition. Brain Cogn, 2007. 65(3): p. 209-37. 

57. Schoenfeld, T.J. and E. Gould, Differential effects of stress and glucocorticoids on 

adult neurogenesis. Curr Top Behav Neurosci, 2013. 15: p. 139-64. 

58. Belanoffa, J.K., et al., Corticosteroids and cogniton. Journal of Psychiatric Research, 

2001. 35: p. 127-145. 

59. Tafet, G.E., et al., Correlation between cortisol level and serotonin uptake in patients 

with chronic stress and depression. Cognitive, Affective, & Behavioral Neuroscience, 

2001. 1(4): p. 388-393. 

60. Mora, F., et al., Stress, neurotransmitters, corticosterone and body-brain integration. 

Brain Res, 2012. 1476: p. 71-85. 

61. Nieoullon, A., Dopamine and the regulation of cognition and attention. Progress in 

Neurobiology, 2002. 67: p. 53-83. 

62. Joëls, M., R.A. Sarabdjitsingh, and H. Karst, Unraveling the Time Domains of 

Corticosteroid Hormone Influences on Brain Activity: Rapid, Slow, and Chronic 

Modes. Pharmacological Reviews, 2012. 64(4): p. 901-938. 

63. Karst, H., et al., Corticosteroid actions in hippocampus require DNA binding of 

glucocorticoid receptor homodimers. Nature Neuroscience, 2000. 3: p. 977. 

64. Kerr, D.S., et al., Hippocampal glucocorticoid receptor activation enhances voltage-

dependent Ca2+ conductances: relevance to brain aging. Proceedings of the National 

Academy of Sciences, 1992. 89(18): p. 8527. 



 

 45 

65. Chameau, P., et al., Glucocorticoids Specifically Enhance L-Type Calcium Current 

Amplitude and Affect Calcium Channel Subunit Expression in the Mouse 

Hippocampus. Journal of Neurophysiology, 2007. 97(1): p. 5-14. 

66. Laplante, D.P., A. Brunet, and S. King, The effects of maternal stress and illness 

during pregnancy on infant temperament: Project Ice Storm. Pediatr Res, 2016. 79(1-

1): p. 107-13. 

67. Laplante, D.P., et al., Project Ice Storm: prenatal maternal stress affects cognitive 

and linguistic functioning in 5 1/2-year-old children. J Am Acad Child Adolesc 

Psychiatry, 2008. 47(9): p. 1063-72. 

68. Khalife, N., et al., Prenatal glucocorticoid treatment and later mental health in 

children and adolescents. PLoS One, 2013. 8(11): p. e81394. 

69. Ter Wolbeek, M., et al., Neonatal glucocorticoid treatment: long-term effects on the 

hypothalamus-pituitary-adrenal axis, immune system, and problem behavior in 14-17 

year old adolescents. Brain Behav Immun, 2015. 45: p. 128-38. 

70. Hirvikoski, T., et al., Cognitive functions in children at risk for congenital adrenal 

hyperplasia treated prenatally with dexamethasone. J Clin Endocrinol Metab, 2007. 

92(2): p. 542-8. 

71. Wallensteen, L., et al., Evaluation of behavioral problems after prenatal 

dexamethasone treatment in Swedish children and adolescents at risk of congenital 

adrenal hyperplasia. Horm Behav, 2018. 

72. Helleday, J., et al., Generel Intelligence and Cognitive Profile In Women With 

Congenital Adrenal Hyperplasia (CAH). Psychoneuroendocrinoiogy, 1994. 19(4): p. 

343-356. 

73. Berenbaum, S.A., K.K. Bryk, and S.C. Duck, Normal intelligence in female and male 

patients with congenital adrenal hyperplasia. Int J Pediatr Endocrinol, 2010. 2010: p. 

853103. 

74. Wechsler, D., WAIS-IV administration and scoring manual. 2008: San Antonio, TX: 

Psychological Corporation. 

75. Collaer, M.L., et al., Reduced short term memory in congenital adrenal hyperplasia 

(CAH) and its relationship to spatial and quantitative performance. 

Psychoneuroendocrinology, 2016. 64: p. 164-73. 

76. Browne, W.V., et al., Working memory performance is reduced in children with 

congenital adrenal hyperplasia. Horm Behav, 2015. 67: p. 83-8. 

77. Engberg, H., et al., Congenital adrenal hyperplasia and risk for psychiatric disorders 

in girls and women born between 1915 and 2010: A total population study. 

Psychoneuroendocrinology, 2015. 60: p. 195-205. 

78. Falhammar, H., et al., Increased psychiatric morbidity in men with congenital adrenal 

hyperplasia due to 21-hydroxylase deficiency. J Clin Endocrinol Metab, 2014. 99(3): 

p. E554-60. 

79. Frisen, L., et al., Gender role behavior, sexuality, and psychosocial adaptation in 

women with congenital adrenal hyperplasia due to CYP21A2 deficiency. J Clin 

Endocrinol Metab, 2009. 94(9): p. 3432-9. 



 

46 

80. Berenbaum, S.A., K.L. Bryk, and A.M. Beltz, Early androgen effects on spatial and 

mechanical abilities: evidence from congenital adrenal hyperplasia. Behav Neurosci, 

2012. 126(1): p. 86-96. 

81. Davis, E.P., et al., Fetal Glucocorticoid Exposure Is Associated with Preadolescent 

Brain Development. Biological psychiatry, 2013. 74(9): p. 647-655. 

82. Savic, I., Structural changes of the brain in relation to occupational stress. Cereb 

Cortex, 2015. 25(6): p. 1554-64. 

83. Andela, C.D., et al., MECHANISMS IN ENDOCRINOLOGY: Cushing's syndrome 

causes irreversible effects on the human brain: a systematic review of structural and 

functional magnetic resonance imaging studies. Eur J Endocrinol, 2015. 173(1): p. 

R1-14. 

84. Cheong, J.L., et al., Association between postnatal dexamethasone for treatment of 

bronchopulmonary dysplasia and brain volumes at adolescence in infants born very 

preterm. J Pediatr, 2014. 164(4): p. 737-743 e1. 

85. Merke, D.P., et al., Children experience cognitive decline despite reversal of brain 

atrophy one year after resolution of Cushing syndrome. J Clin Endocrinol Metab, 

2005. 90(5): p. 2531-6. 

86. Kuo, J.R., D.G. Kaloupek, and S.H. Woodward, Amygdala Volume in Combat-

Exposed Veterans With and Without Posttraumatic Stress Disorder. Arch Gen 

Psychiatry, 2012. 69(10): p. 1080-1086. 

87. Webb, E.A., et al., Quantitative Brain MRI in Congenital Adrenal Hyperplasia: In 

Vivo Assessment of the Cognitive and Structural Impact of Steroid Hormones. J Clin 

Endocrinol Metab, 2018. 103(4): p. 1330-1341. 

88. Bergamaschi, R., et al., Brain white matter impairment in congenital adrenal 

hyperplasia. Arch Neurol, 2006. 63(3): p. 413-6. 

89. Mnif, M.F., et al., Brain magnetic resonance imaging findings in adult patients with 

congenital adrenal hyperplasia: Increased frequency of white matter impairment and 

temporal lobe structures dysgenesis. Indian J Endocrinol Metab, 2013. 17(1): p. 121-

7. 

90. Samia, Y.M., et al., Congenital adrenal hyperplasia and brain magnetic resonance 

imaging abnormalities. Clin Pediatr Endocrinol, 2010. 19(4): p. 109-13. 

91. Nass, R., et al., Magnetic resonance imaging in the congenital adrenal hyperplasia 

population: increased frequency of white-matter abnormalities and temporal lobe 

atrophy. J Child Neurol, 1997. 12(3): p. 181-6. 

92. Dupont, C., D.R. Armant, and C.A. Brenner, Epigenetics: definition, mechanisms and 

clinical perspective. Semin Reprod Med, 2009. 27(5): p. 351-7. 

93. Smith, Z.D. and A. Meissner, DNA methylation: roles in mammalian development. 

Nat Rev Genet, 2013. 14(3): p. 204-20. 

94. Suzuki, M.M. and A. Bird, DNA methylation landscapes: provocative insights from 

epigenomics. Nat Rev Genet, 2008. 9(6): p. 465-76. 

95. Jones, P.A., Functions of DNA methylation: islands, start sites, gene bodies and 

beyond. Nat Rev Genet, 2012. 13(7): p. 484-92. 



 

 47 

96. Yin, L.J., et al., Insufficient maintenance DNA methylation is associated with 

abnormal embryonic development. BMC Med, 2012. 10: p. 26. 

97. Reik, W., Stability and flexibility of epigenetic gene regulation in mammalian 

development. Nature, 2007. 447(7143): p. 425-32. 

98. Hanna, C.W. and G. Kelsey, Genomic imprinting beyond DNA methylation: a role for 

maternal histones. Genome Biol, 2017. 18(1): p. 177. 

99. Davegardh, C., et al., DNA methylation in the pathogenesis of type 2 diabetes in 

humans. Mol Metab, 2018. 14: p. 12-25. 

100. Fuchikami, M., et al., DNA methylation profiles of the brain-derived neurotrophic 

factor (BDNF) gene as a potent diagnostic biomarker in major depression. PLoS 

One, 2011. 6(8): p. e23881. 

101. Weder, N., et al., Child abuse, depression, and methylation in genes involved with 

stress, neural plasticity, and brain circuitry. J Am Acad Child Adolesc Psychiatry, 

2014. 53(4): p. 417-24 e5. 

102. Frodl, T., et al., DNA methylation of the serotonin transporter gene (SLC6A4) is 

associated with brain function involved in processing emotional stimuli. J Psychiatry 

Neurosci, 2015. 40(5): p. 296-305. 

103. Ronn, T., et al., A six months exercise intervention influences the genome-wide DNA 

methylation pattern in human adipose tissue. PLoS Genet, 2013. 9(6): p. e1003572. 

104. Szyf, M., The early-life social environment and DNA methylation. Clin Genet, 2012. 

81(4): p. 341-9. 

105. Stringhini, S., et al., Life-course socioeconomic status and DNA methylation of genes 

regulating inflammation. Int J Epidemiol, 2015. 44(4): p. 1320-30. 

106. M.J., J., S.J. Goodman, and M.S. Kobor, DNA methylation and healthy human aging. 

Aging Cell, 2015. 14: p. 924–932. 

107. Steegenga, W.T., et al., Genome-wide age-related changes in DNA methylation and 

gene expression in human PBMCs. Age (Dordr), 2014. 36(3): p. 9648. 

108. Tserga, A., A.M. Binder, and K.B. Michels, Impact of folic acid intake during 

pregnancy on genomic imprinting of IGF2/H19 and 1-carbon metabolism. FASEB J, 

2017. 31(12): p. 5149-5158. 

109. Cao-Lei, L., et al., DNA methylation signatures triggered by prenatal maternal stress 

exposure to a natural disaster: Project Ice Storm. PLoS One, 2014. 9(9): p. e107653. 

110. Cao-Lei, L., et al., DNA methylation mediates the effect of exposure to prenatal 

maternal stress on cytokine production in children at age 13(1/2) years: Project Ice 

Storm. Clin Epigenetics, 2016. 8: p. 54. 

111. Veru, F., et al., Prenatal maternal stress predicts reductions in CD4+ lymphocytes, 

increases in innate-derived cytokines, and a Th2 shift in adolescents: Project Ice 

Storm. Physiol Behav, 2015. 144: p. 137-45. 

112. Wechsler, D., WMS-III: Wechsler memory scale - Third edition. 2008: San Antonio, 

TX: Psychological Corporation. 

113. Golden, C.J. and S.M. Freshwater, The Stroop color and word test-A manual for 

clinical and experimental uses. 1998: Chicago: Stoelting Co. 



 

48 

114. Barkley, R.A., Barkley deficits in executive functioning scale (BDEFS for adults). 

2011: Guilford Press. 

115. Montgomery, S. and M. Åsberg, A new depression scale designed to be sensitive to 

change  The British Journal of Psychiatry, 1979. 134: p. 382–389. 

116. Zigmond, A.S. and R.P. Snaith, The hospital anxiety and depression scale. Acta 

psychiatrica Scandinavica, 1983. 67(6): p. 361-70. 

117. Liebowitz, M.R., Social phobia. Modern problems of pharmacopsychiatry, 1987. 22: 

p. 141-73. 

118. Rytwinski, N.K., et al., Screening for social anxiety disorder with the self-report 

version of the Liebowitz Social Anxiety Scale. Depression and anxiety, 2009. 26(1): p. 

34-8. 

119. Baron-Cohen, S., et al., The Autism-Spectrum Quotient (AQ): Evidence from 

Asperger Syndrome/High-Functioning Autism, Males and Females, Scientists and 

Mathematicians. Journal of Autism and Developmental Disorders, 2001. 31(1): p. 5-

17. 

120. Donders, J., A short form of WISC-III for clinical use. Psychological assessment, 

1997. 9(15-20). 

121. Cohen, J., Statistical Power Analysis for the Behavioral Sciences. 2nd ed. 1988, New 

York: Psychology Press. 

122. Ma, B., et al., Predicting DNA methylation level across human tissues. Nucleic Acids 

Res, 2014. 42(6): p. 3515-28. 

123. Reinius, L.E., et al., Differential DNA methylation in purified human blood cells: 

implications for cell lineage and studies on disease susceptibility. PLoS One, 2012. 

7(7): p. e41361. 

124. Du, P., et al., Comparison of Beta-value and M-value methods for quantifying 

methylation levels by microarray analysis. BMC Bioinformatics, 2010. 11: p. 587. 

125. Du, P., W.A. Kibbe, and S.M. Lin, lumi: a pipeline for processing Illumina 

microarray. Bioinformatics, 2008. 24(13): p. 1547-8. 

126. Nordlund, J., et al., Genome-wide signatures of differential DNA methylation in 

pediatric acute lymphoblastic leukemia. Genome Biology, 2013. 14(9): p. r105. 

127. Marabita, F., et al., An evaluation of analysis pipelines for DNA methylation profiling 

using the Illumina HumanMethylation450 BeadChip platform. Epigenetics, 2013. 

8(3): p. 333-46. 

128. Leek, J.T., et al., The sva package for removing batch effects and other unwanted 

variation in high-throughput experiments. Bioinformatics, 2012. 28(6): p. 882-3. 

129. Ritchie, M.E., et al., limma powers differential expression analyses for RNA-

sequencing and microarray studies. Nucleic Acids Res, 2015. 43(7): p. e47. 

130. Benjamini, Y. and Y. Hochberg, Controlling the False Discovery Rate: A Practical 

and Powerful Approach to Multiple Testing. Journal of the Royal Statistical Society, 

Series B. , 1995. 57(1): p. 289–300. 



 

 49 

131. Li, J. and R. Tibshirani, Finding consistent patterns: a nonparametric approach for 

identifying differential expression in RNA-Seq data. Stat Methods Med Res, 2013. 

22(5): p. 519-36. 

132. McLean, C.Y., et al., GREAT improves functional interpretation of cis-regulatory 

regions. Nat Biotechnol, 2010. 28(5): p. 495-501. 

133. Heger, A., et al., GAT: a simulation framework for testing the association of genomic 

intervals. Bioinformatics, 2013. 29(16): p. 2046-8. 

134. Liu, Y., et al., GeMes, clusters of DNA methylation under genetic control, can inform 

genetic and epigenetic analysis of disease. Am J Hum Genet, 2014. 94(4): p. 485-95. 

135. Good, C.D., et al., A voxel-based morphometric study of ageing in 465 normal adult 

human brains. Neuroimage, 2001. 14(1 Pt 1): p. 21-36. 

136. Douaud, G., et al., Anatomically related grey and white matter abnormalities in 

adolescent-onset schizophrenia. Brain, 2007. 130(Pt 9): p. 2375-86. 

137. Smith, S.M., et al., Advances in functional and structural MR image analysis and 

implementation as FSL. Neuroimage, 2004. 23 Suppl 1: p. S208-19. 

138. Andersson, J.L.R., M. Jenkinson, and S. Smith. Non-linear optimisation. FMRIB 

technical report TR07JA1. 2007. 

139. Andersson, J.L.R., M. Jenkinson, and S. Smith. Non-linear registration, aka Spatial 

normalisation FMRIB technical report TR07JA2. 2007. 

140. Winkler, A.M., et al., Permutation inference for the general linear model. 

Neuroimage, 2014. 92: p. 381-97. 

141. Smith, S.M. and T.E. Nichols, Threshold-free cluster enhancement: addressing 

problems of smoothing, threshold dependence and localisation in cluster inference. 

Neuroimage, 2009. 44(1): p. 83-98. 

142. Dale, A.M., B. Fischl, and M.I. Sereno, Cortical surface-based analysis. I. 

Segmentation and surface reconstruction. Neuroimage, 1999. 9(2): p. 179-94. 

143. Dale, A.M. and M.I. Sereno, Improved Localizadon of Cortical Activity by Combining 

EEG and MEG with MRI Cortical Surface Reconstruction: A Linear Approach. J 

Cogn Neurosci, 1993. 5(2): p. 162-76. 

144. Fischl, B. and A.M. Dale, Measuring the thickness of the human cerebral cortex from 

magnetic resonance images. Proc Natl Acad Sci U S A, 2000. 97(20): p. 11050-5. 

145. Fischl, B., A. Liu, and A.M. Dale, Automated manifold surgery: constructing 

geometrically accurate and topologically correct models of the human cerebral 

cortex. IEEE Trans Med Imaging, 2001. 20(1): p. 70-80. 

146. Fischl, B., et al., Whole brain segmentation: automated labeling of neuroanatomical 

structures in the human brain. Neuron, 2002. 33(3): p. 341-55. 

147. Fischl, B., et al., Sequence-independent segmentation of magnetic resonance images. 

Neuroimage, 2004. 23 Suppl 1: p. S69-84. 

148. Fischl, B., M.I. Sereno, and A.M. Dale, Cortical surface-based analysis. II: Inflation, 

flattening, and a surface-based coordinate system. Neuroimage, 1999. 9(2): p. 195-

207. 



 

50 

149. Fischl, B., et al., High-resolution intersubject averaging and a coordinate system for 

the cortical surface. Hum Brain Mapp, 1999. 8(4): p. 272-84. 

150. Fischl, B., et al., Automatically parcellating the human cerebral cortex. Cereb Cortex, 

2004. 14(1): p. 11-22. 

151. Han, X., et al., Reliability of MRI-derived measurements of human cerebral cortical 

thickness: the effects of field strength, scanner upgrade and manufacturer. 

Neuroimage, 2006. 32(1): p. 180-94. 

152. Jovicich, J., et al., Reliability in multi-site structural MRI studies: effects of gradient 

non-linearity correction on phantom and human data. Neuroimage, 2006. 30(2): p. 

436-43. 

153. Segonne, F., et al., A hybrid approach to the skull stripping problem in MRI. 

Neuroimage, 2004. 22(3): p. 1060-75. 

154. Destrieux, C., et al., Automatic parcellation of human cortical gyri and sulci using 

standard anatomical nomenclature. Neuroimage, 2010. 53(1): p. 1-15. 

155. Smith, S.M., Fast robust automated brain extraction. Hum Brain Mapp, 2002. 17(3): 

p. 143-55. 

156. Rueckert, D., et al., Nonrigid registration using free-form deformations: Application 

to breast MR images. Ieee Transactions on Medical Imaging, 1999. 18(8): p. 712-721. 

157. Reich, A., et al., Fas/CD95 regulatory protein Faim2 is neuroprotective after 

transient brain ischemia. J Neurosci, 2011. 31(1): p. 225-33. 

158. Tauber, S.C., et al., Modulation of Hippocampal Neuroplasticity by Fas/CD95 

Regulatory Protein 2 (Faim2) in the Course of Bacterial Meningitis. J Neuropathol 

Exp Neurol, 2014. 73(1): p. 2-13. 

159. Beier, C.P., et al., FasL (CD95L/APO-1L) resistance of neurons mediated by 

phosphatidylinositol 3-kinase-Akt/protein kinase B-dependent expression of 

lifeguard/neuronal membrane protein 35. J Neurosci, 2005. 25(29): p. 6765-74. 

160. Fernandez, M., et al., Lifeguard/neuronal membrane protein 35 regulates Fas ligand-

mediated apoptosis in neurons via microdomain recruitment. J Neurochem, 2007. 

103(1): p. 190-203. 

161. Hamed, S.A., K.A. Metwalley, and H.S. Farghaly, Cognitive function in children with 

classic congenital adrenal hyperplasia. Eur J Pediatr, 2018. 177(11): p. 1633-1640. 

162. Karlsson, L., et al., Cognitive impairment in adolescents and adults with congenital 

adrenal hyperplasia. Clin Endocrinol (Oxf), 2017. 87(6): p. 651-659. 

163. Eriksson, J., et al., Neurocognitive Architecture of Working Memory. Neuron, 2015. 

88(1): p. 33-46. 

164. Utevsky, A.V., D.V. Smith, and S.A. Huettel, Precuneus is a functional core of the 

default-mode network. J Neurosci, 2014. 34(3): p. 932-40. 

165. Schmahmann, J.D., The cerebellum and cognition. Neurosci Lett, 2018. 

166. Stoodley, C.J. and J.D. Schmahmann, Evidence for topographic organization in the 

cerebellum of motor control versus cognitive and affective processing. Cortex, 2010. 

46(7): p. 831-44. 



 

 51 

167. Oberlander, T.F., et al., Prenatal exposure to maternal depression, neonatal 

methylation of human glucocorticoid receptor gene (NR3C1) and infant cortisol 

stress responses. Epigenetics, 2008. 3(2): p. 97-106. 

168. Duman, E.A. and T. Canli, Influence of life stress, 5-HTTLPR genotype, and SLC6A4 

methylation on gene expression and stress response in healthy Caucasian males. Biol 

Mood Anxiety Disord, 2015. 5: p. 2. 

169. Wang, D., et al., Peripheral SLC6A4 DNA methylation is associated with in vivo 

measures of human brain serotonin synthesis and childhood physical aggression. 

PLoS One, 2012. 7(6): p. e39501. 

170. Klengel, T., et al., Allele-specific FKBP5 DNA demethylation mediates gene-

childhood trauma interactions. Nat Neurosci, 2013. 16(1): p. 33-41. 

171. Marsit, C.J., et al., Placental 11-beta hydroxysteroid dehydrogenase methylation is 

associated with newborn growth and a measure of neurobehavioral outcome. PLoS 

One, 2012. 7(3): p. e33794. 

172. Turcotte-Tremblay, A.M., et al., Prenatal maternal stress predicts childhood asthma 

in girls: project ice storm. Biomed Res Int, 2014. 2014: p. 201717. 

173. Bernstein, B.E., et al., Genomic maps and comparative analysis of histone 

modifications in human and mouse. Cell, 2005. 120(2): p. 169-81. 

174. Wang, Y., X. Li, and H. Hu, H3K4me2 reliably defines transcription factor binding 

regions in different cells. Genomics, 2014. 103(2-3): p. 222-8. 

175. Sartorato, P., et al., Cardiovascular risk factors and ultrasound evaluation of intima-

media thickness at common carotids, carotid bulbs, and femoral and abdominal aorta 

arteries in patients with classic congenital adrenal hyperplasia due to 21-hydroxylase 

deficiency. J Clin Endocrinol Metab, 2007. 92(3): p. 1015-8. 

176. Arlt, W., et al., Health status of adults with congenital adrenal hyperplasia: a cohort 

study of 203 patients. J Clin Endocrinol Metab, 2010. 95(11): p. 5110-21. 

177. Alexander, N., et al., Impact of Antenatal Synthetic Glucocorticoid Exposure on 

Endocrine Stress Reactivity in Term-Born Children. Journal of Clinical 

Endocrinology & Metabolism, 2012. 97(10): p. 3538-3544. 

178. Messer, J., et al., Association of Adrenocorticosteroid Therapy and Peptic-Ulcer 

Disease. New England Journal of Medicine, 1983. 309(1): p. 21-24. 

179. Provencal, N., et al., The signature of maternal rearing in the methylome in rhesus 

macaque prefrontal cortex and T cells. J Neurosci, 2012. 32(44): p. 15626-42. 

180. Chen, Y., et al., Expression and methylation in posttraumatic stress disorder and 

resilience; evidence of a role for odorant receptors. Psychiatry Res, 2016. 245: p. 36-

44. 

181. Gusnard, D.A. and M.E. Raichle, Searching for a baseline: Functional imaging and 

the resting human brain. Nature Reviews Neuroscience, 2001. 2: p. 685. 

182. Park, J., et al., The Challenges of Cortisol Replacement Therapy in Childhood: 

Observations from a Case Series of Children Treated with Modified-Release 

Hydrocortisone. Paediatr Drugs, 2018. 20(6): p. 567-573. 



 

52 

183. Jones, C.M., et al., Modified-Release and Conventional Glucocorticoids and Diurnal 

Androgen Excretion in Congenital Adrenal Hyperplasia. J Clin Endocrinol Metab, 

2017. 102(6): p. 1797-1806. 

184. Quinkler, M., et al., Modified-release hydrocortisone decreases BMI and HbA1c in 

patients with primary and secondary adrenal insufficiency. Eur J Endocrinol, 2015. 

172(5): p. 619-26. 

 


