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Abstract
Regional differences in posttranscriptional mechanisms may influence in vivo protein densities. The association of positron
emission tomography (PET) imaging data from 112 healthy controls and gene expression values from the Allen Human
Brain Atlas, based on post-mortem brains, was investigated for key serotonergic proteins. PET binding values and gene
expression intensities were correlated for the main inhibitory (5-HT1A) and excitatory (5-HT2A) serotonin receptor, the
serotonin transporter (SERT) as well as monoamine oxidase-A (MAO-A), using Spearman’s correlation coefficients (rs) in a
voxel-wise and region-wise analysis. Correlations indicated a strong linear relationship between gene and protein
expression for both the 5-HT1A (voxel-wise rs = 0.71; region-wise rs = 0.93) and the 5-HT2A receptor (rs = 0.66; 0.75), but only a
weak association for MAO-A (rs = 0.26; 0.66) and no clear correlation for SERT (rs = 0.17; 0.29). Additionally, region-wise
correlations were performed using mRNA expression from the HBT, yielding comparable results (5-HT1A rs = 0.82; 5-HT2A

rs = 0.88; MAO-A rs = 0.50; SERT rs = −0.01). The SERT and MAO-A appear to be regulated in a region-specific manner across
the whole brain. In contrast, the serotonin-1A and -2A receptors are presumably targeted by common posttranscriptional
processes similar in all brain areas suggesting the applicability of mRNA expression as surrogate parameter for density of
these proteins.
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Introduction
In recent years, genome-wide transcriptome atlases have been
established in rodents and more recently in humans, hereby
facilitating neuroimaging research in healthy and diseased sub-
jects (Diez-Roux et al. 2011; Hawrylycz et al. 2012; Shen et al.
2012). Kang et al. (2011) published the Human Brain
Transcriptome (HBT) in 2011, including transcriptome data
from 57 developing and adult post-portem brains from different
brain regions. Later, the Allen Human Brain Atlas (AHBA), an
extensive collection of gene expression probes across the entire
adult brain, was made available for the public. However, the
applicability of the atlases within the frame of neuroimaging
studies is not clear yet. On a molecular level, transcripted gen-
etic information is diversified throughout the process of protein
formation as posttranscriptional, translational, and posttran-
slational mechanisms (PTMs) determine protein expression
profiles for each cell type (Cheng et al. 2005; Kang et al. 2011).
Initial mRNA transcripts interact with intra- and extracellular
stimuli and are further modified, e.g. through locally regulated
translation via non-protein-coding RNAs (Mattick and Makunin
2005; Di Liegro et al. 2014). Eventually, in vivo protein concen-
tration in the central nervous system (CNS) can be quantified
via positron emission tomography (PET) with radioligands that
show a high specific binding for their targets and relatively low
non-specific (non-displaceable) binding. Even though radiotra-
cers frequently show considerable affinities to binding sites of
other proteins, it is possible to quantify the predominant occur-
rence of various proteins throughout the brain in vivo
(Akimova et al. 2009; Tong et al. 2013; Baldinger et al. 2014).
Thereby, differences in binding affinities between agonist and
antagonist radioligands exist, allowing imaging of functional
conditions such as high- or low-affinity receptor states
(Mongeau et al. 1992; Nenonene et al. 1994; Gozlan et al. 1995;
Kumar and Mann 2014). However, availability of validated radi-
oligands for PET imaging of the serotonergic system in humans
is limited due to numerous requirements, including affinity
and selectivity to the target protein.

Alterations in monoaminergic neurotransmission, which
modulates cognition, mood, and emotions, as well as executive
and motor functions, are seen in numerous psychiatric dis-
eases, including subtypes of depression, anxiety disorders, and
obsessive compulsive disorder (Stahl 1998; Krishnan and
Nestler 2010; Hensler et al. 2013). Most notably, the serotonergic
system has been within the scope of research for the last dec-
ades including molecular, genetic as well as neuroimaging
studies (Gryglewski et al. 2014; Spies et al. 2015; Knudsen et al.
2016). Studies that investigated the association between mRNA
and protein expression in humans, suggest an complex rela-
tionship depending on the function of genes (Celis et al. 2000;
Lichtinghagen et al. 2002; Guo et al. 2008). By correlating mRNA
expression from the AHBA and PET data from unrelated
cohorts, Rizzo at al. showed a high association for the
serotonin-1A receptor between these 2 modalities and sug-
gested a differentiated role of PTMs for the serotonergic and
opioid system (Rizzo et al. 2014). Similarly, a comparable inves-
tigation showed that monoamine oxidase-A (MAO-A) binding
potentials were strongly correlated with post-mortem gene
expression in healthy male controls, indicating only minor
regional differences of PTMs (Zanotti-Fregonara et al. 2014).

Serotonergic cells, which are expressed in the human brain
stem, innervate several cortical and subcortical neuronal sys-
tems with a broad inter- and intraregional variability. At least 14
human ionotropic and metabotropic serotonin (5-HT) receptor

subtypes have been described (Nichols and Nichols 2008; Saulin
et al. 2012). Also, distinct functions in cell regulation and signal
transduction for several variants of 5-HT receptors (5-HT2C5,
5-HT3A, 5-HT4 and 5-HT7) as well as non-functional splicing
forms (5-HT2, 5-HT6) have been reported (Xie et al. 1996; Bockaert
et al. 2006; Hannon and Hoyer 2008). Regarding PET imaging,
suitable radiotracers are currently only available for 5-HT1A,
5-HT1B, 5-HT2A, 5-HT4, and 5-HT6 receptors.

The 5-HT1A receptor is distributed broadly throughout the
human brain and exhibits a primarily inhibitory function. It is
expressed both as a somatodendritic autoreceptor with seroto-
nergic control mechanisms on presynaptic neurons in the dor-
sal and median raphe nuclei as well as a heteroreceptor on
postsynaptic neurons mostly in limbic regions, including the
cortex, hippocampus, septum, and hypothalamus (Sanabria-
Bohorquez et al. 2002; Santana et al. 2004). Barring issues con-
sidering optimal quantification methods of 5-HT1A binding
potentials, the predominant consensus suggests increased
binding across several brain regions in depressed patients
(Kaufman et al. 2016). In contrast, 5-HT2A receptors, located
postsynaptically, are mainly excitatory receptors that modulate
GABAergic and glutamatergic neurons (Santana et al. 2004; de
Almeida and Mengod 2007). Alterations to serotonin trans-
porter (SERT) density have been linked to genetic and hormonal
influences (Kranz et al. 2015; Kraus et al. 2014). For example,
low-expressing variants of the promoter region (5-HTTLPR) are
associated with anxiety-like personality traits, mood disorders,
increased stress sensitivity, and an altered response to select-
ive serotonin re-uptake inhibitor treatment (Caspi et al. 2003;
Clarke et al. 2010; Karg et al. 2011). Moreover, changes of the
level of MAO-A and B enzymes, which are essential for main-
taining a stable concentration of monoamines in the CNS, have
been shown to play a role in psychiatric diseases. Especially an
overactive MAO-A and associated genetic variants have been
linked to brain toxicity, impulsive personality as well as to the
occurrence of depressive symptoms (Du et al. 2002; Meyer et al.
2006; Kinnally et al. 2009; Lung et al. 2011; Schwartz 2013).

Given the potential of large transtriptome databases and
the limited number of suitable radiotracers for PET imaging,
post-mortem mRNA expression might approximate subsequent
in vivo protein expression in humans as a surrogate parameter
for protein density. Although interpretation is complicated due
to the fact that neurotransmitter receptors and transporters
are predominantly expressed either pre- or postsynaptically,
while mRNA occurs mainly in the cytoplasm, effects of differ-
ing molecular localizations seem negligible considering previ-
ous studies showing strong correlations. Such studies, which
compare gene expression and imaging data, have previously
been performed for the serotonin-1A receptor as well as the
enzyme MAO-A. In this study, we focused on the serotonergic
system and addressed the role of regional differences in tran-
scriptional processes on protein expression. Besides the main
inhibitory (5-HT1A) and excitatory (5-HT2A) serotonin receptors
as well as the SERT we included MAO-A, one of the prevailing
enzymes responsible for degradation of monoamines. In con-
trast to previous correlations of mRNA expression with PET
data, we not only performed a region-wise comparison, which
potentially compensates effects of different molecular localiza-
tions of proteins (Rizzo et al. 2014; Zanotti-Fregonara et al.
2014), but also used a voxel-wise approach for 4 key serotoner-
gic proteins. Applying antagonist radioligands rather than ago-
nists we aimed to label all available receptors, regardless of
their functional state for a more precise correlation with gene
expression data.

118 | Cerebral Cortex, 2017, Vol. 27, No. 1



Materials and Methods
PET Data

Cross-sectional PET data of 112 healthy subjects (60 male and
52 female) were used for the analysis. PET data for each protein
are derived from a different group of subjects. Data on 5-HT1A

(BPND) and 5-HT2A (BPP) receptor as well as SERT (BPND) binding
potentials were published previously. Measurement protocols,
data processing, and quantification were performed as
described in detail by Savli et al. (2012).

Briefly, [carbonyl-11C]WAY-100635 binding potentials were
measured to characterize 5-HT1A distribution in 37 subjects
(18 female, mean age = 26.9, SD = 6.7). [carbonyl-11C]WAY-100635
is a 5-HT1A receptor antagonist that also shows a high in vitro
affinity for the dopamine D4 receptor (Pike et al. 1995; Farde et al.
1997; Dilly and Liegeois 2016). Details regarding radiotracer syn-
thesis as well as acquisition and processing of imaging have been
published previously (Fink et al. 2009; Spindelegger et al. 2009).

The PET ligand [18F]altanserin allows for quantification of
5-HT2A receptors in the human brain (Lemaire et al. 1991). For
this study data from 19 subjects (8 female, mean age = 28.2,
SD = 5.9) were included in the analysis (Hurlemann et al. 2008).

[11C]DASB was used to quantify SERT (Houle et al. 2000;
Ginovart et al. 2001; Meyer 2007) in 34 subjects (11 female,
mean age = 31.3, SD = 9.7) according to previously described
procedures (Haeusler et al. 2009; Savli et al. 2012).

For the quantification of MAO-A distribution volume (VT) the
radioligand [11C]harmine was applied in 22 subjects (15 female,
mean age = 36.7, SD = 10.8) (Philippe et al. 2015). All enrolled par-
ticipants were recruited by advertisements and gave written and
informed consent. Prior to inclusion, all subjects underwent a
thorough medical examination and female subjects were
screened for pregnancy. Included subjects were medication-free
and non-smokers as well as free of psychiatric, neurological, or
somatic diseases and had no history of substance or alcohol
abuse. 90 min dynamic PET scans were recorded after adminis-
tration of 4.6MBq/kg body weight of radiotracer. Analyses were
performed via arterial input functions and the kinetic modeling
with PMOD 3.509. Voxel-wise VT was quantified using Logan plot
(Logan et al. 1990). The delay of the arterial input function was
estimated with a 2-tissue compartmental model with K1/k2
coupled across 11 representative ROIs (amygdala, hippocampal,
cerebellar gray matter, cingulum, frontal, insula, midbrain, occipi-
tal, parietal, striatum, temporal, thalamus) according to Ginovart
et al. (2006). Regional MAO-A distribution was extracted from the
resulting parametric maps.

Study procedures were approved by the local Ethics
Committee at the Medical University of Vienna. Due to reported

inhibition of MAO-A activity in smoking populations all subjects
were also screened for tobacco use prior to PET measurements
using cotinine urine tests (Fowler et al. 1996; Leroy et al. 2009).

mRNA Data

Gene expression maps for all 4 proteins investigated in this
study were downloaded from the freely available Allen Human
Brain Atlas (www.brain-map.org). Furthermore, we downloaded
mRNA values of the dopamine D4 receptor to test for an associ-
ation with the radiotracer [carbonyl-11C]WAY-100635. The atlas
offers a data set of genome-wide microarray-based gene expre-
ssion profiles from up to 946 samples per brain comprising dis-
tinct anatomical structures within cortical and subcortical
regions obtained from 6 healthy subjects (1 female, mean age =
42.5, SD = 13.4). Each gene included in the present analysis is
represented by at least 3 probes. Details regarding mRNA quanti-
fication and data processing are reported in the supplementary
data of the original publication (Hawrylycz et al. 2012; Shen et al.
2012). mRNA expression data were downloaded in log2-values
and averaged across probes for each sample. Coordinates of all
samples were extracted for subsequent voxel- as well as region-
wise correlations. In the AHBA, mRNA samples are represented
in Montreal Neurological Institute (MNI) space. For region of
interest (ROI) analysis, mRNA samples were averaged within 54
automated anatomical labeling (AAL) regions (Tzourio-Mazoyer
et al. 2002) for each brain, as well as across brains for a combined
analysis. For brains in which samples were collected in both
hemispheres, bilateral brain regions were averaged. For the
voxel-based analysis mRNA samples from the AHBA were
aligned with averaged PET data in MNI space in each donor.
Additionally, all mRNA samples from 6 donor brains were added
into a single brain template for the combined analysis.
Overlapping samples for a voxel size of 2mm were averaged,
resulting in a total of 3428 samples (Fig. 1).

For a confirmatory analysis, mRNA expression of the 5-HT1A

and 5-HT2A receptors, SERT as well as MAO-A from 15 age-
matched adult brains (6 female, mean age = 32.0, SD = 10.1) was
derived from the Human Brain Transcriptome database (http://
hbatlas.org/). In total, this spatio-temporal transcriptome of the
human brain includes mRNA expression values of 16 regions
(cerebellar cortex, mediodorsal nucleus of the thalamus, stri-
atum, amygdala, hippocampus as well as 11 areas of the neocor-
tex) from 57 developing and adult brains. Initially, 1340 tissue
samples from left and right hemispheres of healthy male and
female donors were collected to generate the HBT database
(Kang et al. 2011). Downloaded gene expression values were aver-
aged across hemispheres as well as across donors for all

Figure 1. Brain topology of mRNA samples in the MNI stereotactic space. Coordinates from the AHBA are visualized by (A) yellow dots (8mm³) on the MR-based brain

rendering. The size of each dot exceeds the size of histological samples (0.9mm³) for a better visualization. (B) White dots within color-coded AAL regions on the tri-

planar MNI brain template (x = 90, y = 126, z = 72).
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anatomical brain structures provided by the HBT and subse-
quently matched with corresponding AAL regions to perform
region-wise correlations with PET data within a single brain
template.

Statistical Analysis

Inter-subject and inter-probe correlations of imaging as well as
gene expression data from the AHBA were performed by means
of Spearman’s correlation coefficient (rs) to ensure validity and
consistency within these 2 methods. Gene expression values of
each probe were correlated with values of the remaining probes
for each AHBA donor brain for all proteins to calculate reliabil-
ity of mRNA data. PET data of each subject were correlated
with PET binding values of all other subjects at the respective
mRNA sample coordinates for each radiotracer to calculate
inter-subject consistency. High correlations for both data sets
allowed further analysis of the correlation between PET binding
potentials and mRNA expression values. Only single regional
mRNA values were provided by the HBT database, therefore no
inter-probe correlations were performed for HBT gene expres-
sion values.

Correlations between mRNA and averaged PET values were
quantified by Spearman’s correlation coefficients to account for
the non-normal distribution of gene expression data. A voxel-
wise as well as a region-wise correlation was performed for
each protein and donor brain from the AHBA. Subsequently,
both approaches were applied to a single combined data set
derived from all donors. Additionally, a second region-wise
analysis within a single brain template was done with HBT
expression data, to compare resulting correlation coefficients.

Results
Within the serotonergic system, consistency analyses showed
strong inter-subject and inter-probe correlations for PET and
mRNA derived from the AHBA, indicating feasibility of subse-
quent analyses for all proposed proteins (Table 1). The consist-
ency analysis for the dopamine D4 receptor mRNA was rather
low (data not shown). A combined region-wise correlation
between [carbonyl-11C]WAY-100635 binding and gene expres-
sion values of the D4 receptor was weak (rs = 0.11). Therefore,
we assume that high correlations using [carbonyl-11C]WAY-
100635 originate from a true association with the serotonin-1A
receptor and not from a mismatch with the D4 receptor.

5-HT1A Receptor

Regarding the AHBA database, 3 probes per sample were available
for the 5-HT1A receptor. Inter-probe correlations of mRNA probes
ranged from rs = 0.74 to rs = 0.89 (mean rs = 0.80, SD = 0.06) for each
of the 6 post-mortem brains. [carbonyl-11C]WAY-100635 binding
potentials showed strong inter-subject consistency with correlati-
ons of rs = 0.87–0.88 (mean rs = 0.88, SD = 0.01) for each brain.

When analyzing mRNA and PET data, consistent results were
found both in the voxel-wise as well as the region-wise approach
with strong associations for all brains from the AHBA. In general,
correlations were higher for the ROI-based analysis in each brain
(rs = 0.71–0.92, mean rs = 0.85, SD = 0.08) as well as for the com-
bined correlation with inclusion of all mRNA samples (rs = 0.93,
Fig. 2A). In contrast, voxel-based results showed a correlation
of rs = 0.65–0.77 (mean rs = 0.71, SD = 0.04) for single brains and
rs = 0.71 for the combined analysis (Fig. 3). The combined correl-
ation of PET data and mRNA from the HBT within one single
brain template yielded similar results (rs = 0.82).

5-HT2A Receptor

Similar to the 5-HT1A receptor, both PET and mRNA data showed
high consistency for the 5-HT2A receptor. Inter-probe correlations
of 25 available probes for each of the 6 brains from the AHBA
showed values from rs = 0.63 to rs = 0.90 (mean rs = 0.83, SD =
0.10). For [18F]altanserin inter-subject correlations of binding poten-
tials ranged from rs = 0.84 to rs = 0.87 (mean rs = 0.85, SD = 0.01),
respectively.

PET versus mRNA correlations for the 5-HT2A receptor also
showed higher values for the region-wise analysis with rs =
0.63–0.91 (single brains; mean rs = 0.76, SD = 0.10) and rs = 0.75
(combined samples, Fig. 2B), regarding the AHBA. Voxel-wise
correlations yielded rs = 0.59–0.77 (mean rs = 0.66, SD = 0.07)
and rs = 0.66 (combined), respectively. Using the HBT mRNA
database, the combined analysis showed a strong correlation
for the HT2A receptor as well (rs = 0.88).

Serotonin Transporter

Inter-probe and inter-subject correlations were between rs = 0.43
and rs = 0.83 (mean rs = 0.72, SD = 0.16) for mRNA probes from
the AHBA and between rs = 0.85 and rs = 0.90 (mean rs = 0.89, SD
= 0.02) for [11C]DASB, respectively. The results indicate a weaker
consistency for one brain, compared to the serotonin receptors,
but overall sufficient inter-probe correlations of mRNA data.

In contrast to the 5-HT1A and 5-HT2A receptors the SERT
showed very heterogeneous ROI-based correlations for the
6 AHBA brains (rs = 0.09–0.52; mean rs = 0.22, SD = 0.17) and
also an overall low association for the combined analysis (rs =
0.29, Fig. 2C). Further, the voxel-based approach showed no
meaningful correlations for SERT for each brain (rs = −0.02–0.25;
mean rs = 0.09, SD = 0.10) or for the combined samples (rs =
0.17). Notably, after applying the transcriptome data from the
HBT project the region-wise correlation between SERT gene
and protein expression did not change markedly (rs = −0.01).

Due to the non-monotonic relation between mean SERT
mRNA from the AHBA and [11C]DASB data on ROI-basis, we
additionally conducted a Hoeffdings’s D measure, which
enables to quantify the independence of data sets also in
non-monotonic relationships. With D = 0.02 (P = 0.02) the
assumption of a rather weak association between gene and
protein expression was confirmed.

Table 1 Consistency analyses of protein expression within mRNA
and PET data for the 5-HT1A and 5-HT2A receptors, SERT, and MAO-A

Protein Mean correlation coefficients

mRNA n PET n

5-HT1A receptor 0.80 ± 0.06 3 0.88 ± 0.01 37
5-HT2A receptor 0.83 ± 0.10 25 0.85 ± 0.01 19
Serotonin transporter 0.72 ± 0.16 11 0.89 ± 0.02 34
Monoamine oxidase-A 0.69 ± 0.12 31 0.86 ± 0.03 22

Mean Spearman’s correlation coefficients (rs) of post-mortem mRNA levels

derived from the AHBA as well as in vivo PET binding values are reported with

the corresponding standard deviation. Gene expression values were correlated

between multiple probes for each histological sample of the 6 donors, while

imaging data was correlated between subjects at the corresponding brain coor-

dinates of each donor. n = number of probes (mRNA)/subjects (PET) for each

protein.
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Monoamine Oxidase-A

Consistency analyses of MAO-A gene expression and [11C]harmine
VT showed values comparable to SERT, with rs = 0.51–0.83 (mean
rs = 0.69, SD = 0.12; mRNA) and rs = 0.81–0.89 (mean rs = 0.86,
SD = 0.03; PET), respectively.

Correlations of MAO-A distribution volumes and mRNA
expression, applying the AHBA, indicated an interesting associ-
ation between mRNA expression and PET binding potentials with
rs = 0.30–0.66 (mean rs = 0.54, SD = 0.14) for each brain (combined
form: rs = 0.66) using the region-wise analysis (Fig. 2D). The voxel-
wise correlation indicated notably weaker effects, ranging from rs
= 0.21 to rs = 0.37 (mean rs = 0.27, SD = 0.06) and rs = 0.26 (com-
bined samples). The overall higher correlations realized with the
ROI-based approach are thereby in accordance with the results
for the serotonin receptors and SERT, where the voxel-wise ana-
lysis showed lower values as well. Likewise, the region-wise cor-
relation between mRNA expression and PET binding was rs =
0.50, when applying HBT data.

Cortical/Subcortical Analysis

For the analyzed proteins, mRNA (AHBA) as well as protein
expression differed between cortical and subcortical regions.
A gap of gene expression values between cortical and subcor-
tical regions due to anatomical distribution of the proteins and
available samples of the AHBA led to higher correlation coeffi-
cients when all samples throughout the brain were included in
the analysis, compared to correlations limited exclusively to
cortical or subcortical regions. This was true for the voxel-wise
method as well as region-wise correlations (Table 2).

For the 5-HT1A receptor, strong correlations were found both
for cortical (region-wise analysis, combined rs = 0.85) as well as
subcortical (rs = 0.89) regions (Fig. 4). Nonetheless, combining all
mRNA samples from the AHBA throughout all brain regions
showed an overall higher correlation (rs = 0.93). Cortical correla-
tions (rs = 0.37) were weak for the 5-HT2A receptor, while subcor-
tical correlations (rs = 0.75) were as strong as correlations for the
whole brain-analysis (rs = 0.75). Regarding SERT, overall low

Figure 2. Region-wise correlations between mRNA expression (log2) and binding potential (BP) or distribution volume (VT), indices for protein concentration quantified

by PET. Each dot represents averaged mRNA from the AHBA and PET values within one anatomical region. Post-mortem mRNA samples and in vivo imaging values

were combined into a single brain template, for the (A) 5-HT1A receptor (radioligand: [carbonyl-11C]WAY-100635), (B) 5-HT2A receptor ([18F]altanserin), (C) serotonin

transporter (SERT, [11C]DASB), and (D) monoamine oxidase-A (MAO-A, [11C]harmine).

Association of Protein Distribution and Gene Expression Komorowski et al. | 121



correlations of mRNA and PET data in cortical (rs = 0.16) and
subcortical (rs = −0.29) areas as well as in the whole brain (rs =
0.29) showed only low or non-relevant associations. Similar to
the receptors, the association between MAO-A mRNA and PET
VT was lower for the separate analyses (rs = 0.52, cortical; rs =
0.25, subcortical) than for the whole brain (rs = 0.66). Regarding
HBT data, we did not calculate separate correlation coefficients
for cortical or subcortical regions, due to the limited number of
available brain regions in this atlas.

Discussion
This study provides evidence that transcriptional processes are
unique and also vary between brain regions for 4 key proteins of
the serotonergic system. For the investigated serotonin receptors
(5-HT1A and 5-HT2A), gene expression data from the AHBA and
HBT correlates strongly with PET binding potentials, hereby indi-
cating a strong influence of gene transcription on in vivo protein
density throughout the brain for these receptors. Regardless of
the applied transcriptome atlas, correlations for MAO-A are over-
all lower and therefore do not seem to be the result of less
homogenous mRNA probes in the AHBA database. SERT shows

much weaker associations of mRNA and protein binding levels,
emphasizing the role of translational and PTMs, or reflecting low
variability of expression between regions. Mainly postsynapti-
cally located serotonin receptors, showed higher correlations of
mRNA expression with PET binding data, compared to presynap-
tic proteins (SERT, MAO-A), potentially attributable to the occur-
rence of mRNA transcripts in the cytoplasm in the proximity of
postsynaptic proteins. Certainly, results for the 5-HT1A receptor
need to be interpreted with regard to the simultaneous pre- and
postsynaptic localization of this receptor. The relevance of stud-
ies investigating gene expression atlases arises from the limited
availability of validated and accurate PET radiotracers in
humans, especially for serotonin receptors and other serotoner-
gic ligands. By utilizing the AHBA or other databases, mRNA
could be applied as a surrogate parameter for protein distribution
throughout the human brain, if correlated to in vivo data (Fig. 5).

In general, the cerebral cortex is represented by diverse patterns
of protein expression throughout the brain dividing it into cyto-
architectural subdivisions (Zilles et al. 2002; Varnas et al. 2004).
Gene transcription can be modulated through RNA binding pro-
teins and cause changes in diseased states, most dominantly via
gene silencing and alteration of mRNA metabolism (Esteller 2011;

Table 2 Region- and voxel-wise correlations between PET and mRNA data from the AHBA for the 5-HT1A and 5-HT2A receptors, SERT, and
MAO-A

Region-wise analysis Voxel-wise analysis

Cortical
n = 38

Subcortical
n = 6

Whole brain
n = 54

Cortical
n = 1488

Subcortical
n = 895

Whole brain
n = 3428

5-HT1A receptor 0.85 0.89 0.93 0.58 0.55 0.71
5-HT2A receptor 0.37 0.75 0.75 0.20 0.11 0.66
Serotonin transporter 0.16 −0.29 0.29 0.02 0.17 0.17
Monoamine oxidase-A 0.52 0.25 0.66 0.06 0.22 0.26

Spearman’s correlation coefficients (rs) are reported for cortical and subcortical regions as well as for the whole brain (including data not annotated in either cortical or

subcortical regions). Post-mortem mRNA samples of 6 donors were combined into a single MNI brain template and correlated at corresponding coordinates with PET bind-

ing potential/distribution volume, indices for protein density. For the region-wise correlation, data was averaged within AAL regions.

n = number of regions (region-wise analysis)/voxels (voxel-wise analysis).

Figure 3. Voxel-wise correlation between mRNA expression (log2) and binding

potential (BPND) for the 5-HT1A receptor (radioligand: [carbonyl-11C]WAY-

100635). Each dot represents mRNA from the AHBA and PET values in target

coordinates. Post-mortem samples of 6 donors and cooresponding PET binding

values were combined into a single brain template.

Figure 4. Region-wise correlation between cortical (blue) and subcortical (red)

mRNA expression (log2) and binding potential (BP) for the 5-HT1A receptor. Each

dot represents averaged mRNA from the AHBA and PET values within cortical

and subcortical regions. Post-mortem samples of 6 donors and corresponding

PET binding values were combined into a single brain template.
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Figure 5. Topological distribution of serotonergic key proteins across 46 anatomical regions of interest in the human brain showed in a polar graph. The radial axis

indicates PET binding (solid line) and mRNA expression derived from the AHBA (dashed line). All values were averaged for the left and right hemisphere. Absolute

values of protein binding were normalized into relative values ranging from 0 to 1 for both modalities to visualize regional differences of protein distribution for the

(A) 5-HT1A (yellow) and (B) 5-HT2A (blue) receptor, (C) the SERT (green) as well as (D) MAO-A (red).
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Di Liegro et al. 2014). Since densities of neurotransmitter receptors
not only vary between, but also within, anatomical regions, we
assumed that a voxel-wise correlation with a higher spatial

resolution of mRNA values might be more specific than a region-
wise analysis to examine the relationship between protein and
gene expression (Eickhoff et al. 2007). By that, our primary analyses

Figure 5. Continued.
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comprised all available mRNA samples derived from the AHBA
localized throughout the whole brain. However, region-wise
correlations with mean expression values within each anatom-
ical region may compensate a weak co-registration as well as
partial volume effects and low signal-to-noise ratio (SNR) of
PET imaging in certain regions. This could explain stronger cor-
relations for the ROI-based analyses compared to the voxel-
wise approach. Although the predominant occurrence of each
protein in different cell compartments might have an effect on
the correlation between gene and protein expression, available
transcriptome atlases do not provide an accurate mapping at a
cellular resolution, thus diluting spatial allocation of mRNA sam-
ples. Gene expression values are averaged within each dissolved
histological sample, including intra- as well as extracellular pro-
teins, while PET binding shows a specific molecular topology for
each radiotracer. In this respect, blocking the internalization of 5-
HT1A receptors in vivo has been performed, resulting in an
unaltered PET signal indicating specific binding of radioligands to
serotonergic receptors at the cell surface (Zimmer et al. 2004;
Descarries and Riad 2012). Similarly, for [11C]DASB, a decrease in
affinity following endocytosis of the SERT has been shown, thus
implying a predominant binding of the tracer to membrane
bound SERT (Quelch et al. 2012). Alternatively, [11C]harmine tar-
gets MAO-A, present in the intracellular compartment, which is
not influenced by processes of inter- or externalization. However,
associations of mRNA and PET data for extracellular proteins, the
serotonin receptors and SERT, are inconsistent and indicate a
rather small influence of the cellular protein localization. In a
study correlating the transcriptome and the proteome in mouse
brains only moderate correlation coefficients were found for each
investigated cell type, also indicating rather protein-specific than
cell type-related translational and PTMs (Sharma et al. 2015).

We assume similar translational and PTMs for the 5-HT1A

and 5-HT2A receptor throughout the human brain, due to the co-
expression of these proteins as well as comparable correlation
coefficients found in this study (Amargos-Bosch 2004). Although
it has been shown that serotonin receptors are susceptible to
PTMs like phosphorylation and palmitoylation, these modifica-
tions seem to influence downstream signaling to a higher degree
than cell membrane expression (Papoucheva et al. 2004; Tobin
2008). Also, no alternatively spliced functional variants of 5-HT1A

and 5-HT2A receptors were described in psychiatric disorders so
far. While serotonin receptors have been shown to activate
second messenger pathways that may lead to an increase in
SERT membrane density, the receptors themselves show rather
stable expression patterns over time (Ahmed et al. 2008).

SERT shows a presynaptic distribution, strongly depending on
the presence of associated proteins as well as non-protein-coding
RNAs that mediate expression levels (Austin et al. 1994; Charnay
and Leger 2010). Once translated, numerous phosphorylation sites
for SERT have been described to alter activity and density of the
transporter, e.g. in psychiatric disorders (Miller and Hoffman 1994;
Zhang et al. 2007; Steiner et al. 2009). Regarding PET imaging, SNR
of used radiotracers varies clearly in different brain regions, ham-
pering correlations across the whole brain (Meyer 2007). Results for
SERT must therefore be interpreted with caution, since the SERT is
found primarily in subcortical brain regions and only occurs to a
lesser extent in the human cortex, which results in a lower cortical
SNR for [11C]DASB. However, in this study voxel- and region-wise
correlations for subcortical structures were comparable to cor-
tical structures. In this respect, tissue concentrations of sero-
tonin have been shown to be positively correlated with varying
densities of the SERT indicating a regulatory role for maintaining
a stable extracellular serotonin concentration (Dewar et al. 1991;

Milak et al. 2005; Steiner et al. 2008). Changes of [11C]DASB binding
potentials after pharmacological blocking of the serotonin receptor
as well as changes of [123I]β-CIT uptake in smokers indicate a region-
specific regulation for SERT (Staley et al. 2001; Baldinger et al. 2014).
Further, varying SERT levels throughout the year have been
reported, with higher binding potentials in fall andwinter compared
to spring and summer (Praschak-Rieder et al. 2008). All in all, low
correlations betweenmRNA and PET are in line with assumed PTMs
for SERTwhich appears to be expressed dynamically.

Notably, our results contrast previous findings demonstrat-
ing strong correlations between gene and protein expression
for MAO-A (Zanotti-Fregonara et al. 2014). The region-based
correlation performed previously was based on a selection of 13
ROIs. In that study, an interesting association was still present
after eliminating the cerebellum as a possible confounder from
the analysis. However, in vivo activity of MAO-A does not
always correspond to mRNA or even protein levels, potentially
due to suggested PTMs, overall reducing the validity of gene
expression for this enzyme (Cao et al. 2009). Rather short-term
regulatory processes are mediated via exogenous and endogen-
ous substrates leading to an altered enzyme activity described
in smokers as well as patients with depressive symptoms
(Medvedev and Glover 2004; Tong et al. 2013).

Limitations to this study particularly pertain to the use of
both transcriptome atlases. Available mRNA expression data
does not include information about the proteome and is limited
by sample quantity and quality. In the AHBA, in 4 of 6 sampled
brains, gene expression is only available from one hemisphere.
However, no marked interhemispheric differences of gene
expression have been found in the adult brain (Hawrylycz et al.
2012; Pletikos et al. 2014). Further, several mRNA probes with low
sensitivity were present in the AHBA data set, hampering overall
gene expression values. Still, to assess general applicability of
the atlas for serotonergic proteins, we did not select specific
probes for our analysis, but chose to average mRNA expression
values instead. Regarding the HBT database, gene expression
values were only available in several brain regions which did not
allow to perform a voxel-wise analysis. Considering different
half-lives of mRNA transcripts, it can be assumed that mRNA of
regulatory proteins undergoes a much faster degradation than of
structural proteins, partly explaining higher correlations for
these proteins in our analysis (Thapar and Denmon 2013). PET
data of healthy subjects from our database were derived from
unrelated cohorts, due to limitations regarding the maximum
radiation doses per participant. Nonetheless, all participants
enrolled in this study were selected carefully and showed similar
characteristics regarding age and gender as well as the lack of
psychiatric, neurological or medical diseases. Thus, even though
receptor BP/VT was calculated from 4 different cohorts the pre-
sented results collectively reflect the in vivo protein expression
of healthy control subjects (Fig. 6).

The results of this study are partially consistent with previous
publications showing high ROI-based correlations between gen-
omic data obtained from the AHBA and PET imaging for the 5-
HT1A receptor as well as MAO-A (Rizzo et al. 2014; Zanotti-
Fregonara et al. 2014). Notably, Rizzo et al. quantified binding of
the 5-HT1A receptor with an antagonist as well as agonist radio-
tracer, showing an association of mRNA with PET BP depending
on the functional state of the receptor as well as the high sensi-
tivity of [carbonyl-11C]WAY-100635 for this protein. Although an
influence of dopamine receptors on the correlation using
[carbonyl-11C]WAY-100635 might exist, a correlation with the D2

receptor was not present in that study (Rizzo et al. 2014).
Likewise, we found no considerable relation of this radiotracer
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Figure 6. Topological distribution of the 5-HT1A (yellow), 5-HT2A (blue) receptor, the SERT (green) as well as MAO-A (red) across 46 anatomical regions of interest in

the human brain. All values were averaged for the left and right hemisphere. Absolute values of PET binding were normalized for each radiotracer to visualize

regional differences of protein distribution. For gene expression, data were normalized between proteins to visualize relative differences of mRNA expression. The

radial axis indicates (A) mRNA expression derived from the AHBA (dashed lines) and (B) PET binding (solid lines).
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with the D4 receptor mRNA. A stronger association between gene
and protein expression for cytoskeletal compared to regulatory
proteins has also been shown for the 5-HT2A receptor (Cornea-
Hebert et al. 2002). Similarly, a varying influence of mRNA expres-
sion on protein levels depending on the function of the gene was
reported in previous studies (Guo et al. 2008; Rizzo et al. 2014).

Major disadvantages of studies in neuroimaging genetics
are the high costs associated with large cohorts that make col-
laborations between researchers increasingly necessary and
data harmonization or online available databases like the
AHBA or HBT even more valuable (Medland et al. 2014). While
methodological advances have revolutionized biomedical
knowledge about the genome and transcriptome, there is still a
lack of an equally practicable atlas for the human proteome
(Kim et al. 2014). Spatial matching of genomic and proteomic
data may be a step towards a more comprehensive approach of
the human brain, as shown in animals by Sharma et al. (2015).
Further investigations, especially examining the role of PTMs in
psychiatric diseases that often show a heterogeneous biological
background, are necessary for a more precise understanding of
the genetic context and potential changes in the serotonergic
system during pathological conditions (Fried et al. 2014).

Conclusion
These findings suggest a differentiated process of translational
and posttranslational processes for the investigated proteins in
different brain regions. Reflecting the high correlations for the
5-HT1A and 5-HT2A receptors found in this and previous stud-
ies, it might be speculated that regulation of serotonin receptor
expression happens rather at the transcriptional than transla-
tional level. In contrast, we assume a potential region-specific
regulation with various modifications for SERT and partly for
MAO-A. A possible explanation for the differing results for pre-
and postsynaptically located proteins is the role of SERT and
MAO-A in the short-time regulation of serotonin levels.

By comparing 4 serotonergic key proteins, we were also able
to show that mRNA data of the human brain from the AHBA
may serve as an adequate surrogate parameter for in vivo pro-
tein expression of 2 serotonin receptors (5-HT1A, 5-HT2A). These
results were affirmed by an additional analysis, performed with
gene expression data from the HBT database. For neurotransmit-
ter receptors lacking available radiotracers, post-mortem mRNA
expression may approximate the distribution of all worthwhile
proteins throughout the whole brain. Generally, our results pro-
mote a broader understanding of the serotonergic system,
regarding the expression of proteins and the applicability of tran-
scriptome atlases for further neuroimaging research. Given the
different pharmacological possibilities to influence these targets
further knowledge about gene expression will not only increase
knowledge about psychiatric diseases but also enhance treat-
ment strategies and advance development for adequate drugs.

Funding
This research was partly supported by grants from the Austrian
National Bank (OeNB13214 to R.L. and OeNB13675 to M.M.), the
Austrian Science Fund (FWF P24359 to D.W. and R.L.) and by
an unrestricted investigator-initiated research grant from
H. Lundbeck A/S (to S.K). G.G. is recipient of a DOC-fellowship
of the Austrian Academy of Sciences at the Department of
Psychiatry and Psychotherapy, MUV.

Notes
The authors thank the medical and technical teams of the
Medical University of the Vienna PET Center (K. Kletter, R.
Dudczak, G. Karanikas, D. Haeusler and L. Nics) and the Jülich
PET Center as well as the team of the Department of Psychiatry
and Psychotherapy of the Medical University of Vienna (P.
Baldinger-Melich, G. Kranz, S. Avramidis and L. Silberbauer).
Parts of this study have been presented by A.K. at the 12th World
Congress of Biological Psychiatry (WFSBP), 14–18 June 2015,
Athens, Greece and at the 28th European College of
Neuropsychopharmacology (ECNP), 29 August–1 September 2015,
Amsterdam, Netherlands. Conflict of Interest: None declared.

References
Ahmed BA, Jeffus BC, Bukhari SI, Harney JT, Unal R, Lupashin

VV, van der Sluijs P, Kilic F. 2008. Serotonin transamidates
Rab4 and facilitates its binding to the C terminus of sero-
tonin transporter. J Biol Chem. 283:9388–9398.

Akimova E, Lanzenberger R, Kasper S. 2009. The serotonin-1A
receptor in anxiety disorders. Biol Psychiatry. 66:627–635.

Amargos-Bosch M. 2004. Co-expression and in vivo interaction
of serotonin1A and serotonin2A receptors in pyramidal neu-
rons of prefrontal cortex. Cereb Cortex. 14:281–299.

Austin MC, Bradley CC, Mann JJ, Blakely RD. 1994. Expression of
serotonin transporter messenger RNA in the human brain. J
Neurochem. 62:2362–2367.

Baldinger P, Kranz GS, Haeusler D, Savli M, Spies M, Philippe C,
Hahn A, Hoflich A, Wadsak W, Mitterhauser M, et al. 2014.
Regional differences in SERT occupancy after acute and pro-
longed SSRI intake investigated by brain PET. NeuroImage.
88:252–262.

Bockaert J, Claeysen S, Becamel C, Dumuis A, Marin P. 2006.
Neuronal 5-HT metabotropic receptors: fine-tuning of their
structure, signaling, and roles in synaptic modulation. Cell
Tissue Res. 326:553–572.

Cao X, Li XM, Mousseau DD. 2009. Calcium alters monoamine
oxidase-A parameters in human cerebellar and rat glial C6
cell extracts: possible influence by distinct signalling path-
ways. Life Sci. 85:262–268.

Caspi A, Sugden K, Moffitt TE, Taylor A, Craig IW, Harrington H,
McClay J, Mill J, Martin J, Braithwaite A, et al. 2003. Influence
of life stress on depression: moderation by a polymorphism
in the 5-HTT gene. Science. 301:386–389.

Celis JE, Kruhoffer M, Gromova I, Frederiksen C, Ostergaard M,
Thykjaer T, Gromov P, Yu J, Palsdottir H, Magnusson N, et al.
2000. Gene expression profiling: monitoring transcription
and translation products using DNA microarrays and pro-
teomics. FEBS Lett. 480:2–16.

Charnay Y, Leger L. 2010. Brain serotonergic circuitries.
Dialogues Clin Neurosci. 12:471–487.

Cheng LC, Tavazoie M, Doetsch F. 2005. Stem cells: from epigen-
etics to microRNAs. Neuron. 46:363–367.

Clarke H, Flint J, Attwood AS, Munafo MR. 2010. Association of
the 5-HTTLPR genotype and unipolar depression: a meta-
analysis. Psychol Med. 40:1767–1778.

Cornea-Hebert V, Watkins KC, Roth BL, Kroeze WK, Gaudreau P,
Leclerc N, Descarries L. 2002. Similar ultrastructural distribu-
tion of the 5-HT(2A) serotonin receptor and microtubule-
associated protein MAP1A in cortical dendrites of adult rat.
Neuroscience. 113:23–35.

de Almeida J, Mengod G. 2007. Quantitative analysis of gluta-
matergic and GABAergic neurons expressing 5-HT(2A)

Association of Protein Distribution and Gene Expression Komorowski et al. | 127



receptors in human and monkey prefrontal cortex. J
Neurochem. 103:475–486.

Descarries L, Riad M. 2012. Effects of the antidepressant fluoxet-
ine on the subcellular localization of 5-HT1A receptors and
SERT. Philos Trans R Soc Lond B Biol Sci. 367:2416–2425.

Dewar KM, Reader TA, Grondin L, Descarries L. 1991. [3H]paroxe-
tine binding and serotonin content of rat and rabbit cortical
areas, hippocampus, neostriatum, ventral mesencephalic
tegmentum, and midbrain raphe nuclei region. Synapse. 9:
14–26.

Di Liegro CM, Schiera G, Di Liegro I. 2014. Regulation of mRNA
transport, localization and translation in the nervous sys-
tem of mammals (review). Int J Mol Med. 33:747–762.

Diez-Roux G, Banfi S, Sultan M, Geffers L, Anand S, Rozado D,
Magen A, Canidio E, Pagani M, Peluso I, et al. 2011. A high-
resolution anatomical atlas of the transcriptome in the
mouse embryo. PLoS Biol. 9:e1000582.

Dilly S, Liégeois JF. 2016. Structural insights into 5-HT1A/D4 select-
ivity of WAY-100635 analogues: molecular modeling, synthesis
and in vitro binding. J Chem Inf Model. 56:1324–1331.

Du L, Faludi G, Palkovits M, Sotonyi P, Bakish D, Hrdina PD.
2002. High activity-related allele of MAO-A gene associated
with depressed suicide in males. Neuroreport. 13:1195–1198.

Eickhoff SB, Schleicher A, Scheperjans F, Palomero-Gallagher N,
Zilles K. 2007. Analysis of neurotransmitter receptor distribu-
tion patterns in the cerebral cortex. NeuroImage. 34:1317–1330.

Esteller M. 2011. Non-coding RNAs in human disease. Nat Rev
Genet. 12:861–874.

Farde L, Ginovart N, Ito H, Lundkvist C, Pike VW, McCarron JA,
Halldin C. 1997. PET-characterization of [carbonyl-11C]WAY-
100635 binding to 5-HT1A receptors in the primate brain.
Psychopharmacology (Berl). 133:196–202.

Fink M, Wadsak W, Savli M, Stein P, Moser U, Hahn A, Mien LK,
Kletter K, Mitterhauser M, Kasper S, et al. 2009.
Lateralization of the serotonin-1A receptor distribution in
language areas revealed by PET. NeuroImage. 45:598–605.

Fowler JS, Volkow ND, Wang GJ, Pappas N, Logan J, Shea C,
Alexoff D, MacGregor RR, Schlyer DJ, Zezulkova I, et al. 1996.
Brain monoamine oxidase A inhibition in cigarette smokers.
Proc Natl Acad Sci USA. 93:14065–14069.

Fried EI, Nesse RM, Zivin K, Guille C, Sen S. 2014. Depression is
more than the sum score of its parts: individual DSM symp-
toms have different risk factors. Psychol Med. 44:2067–2076.

Ginovart N, Meyer JH, Boovariwala A, Hussey D, Rabiner EA,
Houle S, Wilson AA. 2006. Positron emission tomography
quantification of [11C]-harmine binding to monoamine
oxidase-A in the human brain. J Cereb Blood Flow Metab. 26:
330–344.

Ginovart N, Wilson AA, Meyer JH, Hussey D, Houle S. 2001.
Positron emission tomography quantification of [(11)C]-DASB
binding to the human serotonin transporter: modeling strat-
egies. J Cereb Blood Flow Metab. 21:1342–1353.

Gozlan H, Thibault S, Laporte AM, Lima L, Hamon M. 1995. The
selective 5-HT1A antagonist radioligand [3H]WAY 100635
labels both G-protein-coupled and free 5-HT1A receptors in
rat brain membranes. Eur J Pharmacol. 288:173–186.

Gryglewski G, Lanzenberger R, Kranz GS, Cumming P. 2014.
Meta-analysis of molecular imaging of serotonin transpor-
ters in major depression. J Cereb Blood Flow Metab. 34:
1096–1103.

Guo Y, Xiao P, Lei S, Deng F, Xiao GG, Liu Y, Chen X, Li L, Wu S,
Chen Y, et al. 2008. How is mRNA expression predictive for
protein expression? A correlation study on human circulating
monocytes. Acta Biochim Biophys Sin (Shanghai). 40:426–436.

Haeusler D, Mien LK, Nics L, Ungersboeck J, Philippe C,
Lanzenberger RR, Kletter K, Dudczak R, Mitterhauser M,
Wadsak W. 2009. Simple and rapid preparation of [11C]
DASB with high quality and reliability for routine applica-
tions. Appl Radiat Isot. 67:1654–1660.

Hannon J, Hoyer D. 2008. Molecular biology of 5-HT receptors.
Behav Brain Res. 195:198–213.

Hawrylycz MJ, Lein ES, Guillozet-Bongaarts AL, Shen EH, Ng L,
Miller JA, van de Lagemaat LN, Smith KA, Ebbert A, Riley
ZL, et al. 2012. An anatomically comprehensive atlas of
the adult human brain transcriptome. Nature. 489:
391–399.

Hensler JG, Artigas F, Bortolozzi A, Daws LC, De Deurwaerdere P,
Milan L, Navailles S, Koek W. 2013. Catecholamine/serotonin
interactions: systems thinking for brain function and dis-
ease. Adv Pharmacol. 68:167–197.

Houle S, Ginovart N, Hussey D, Meyer JH, Wilson AA. 2000.
Imaging the serotonin transporter with positron emission
tomography: initial human studies with [11C]DAPP and
[11C]DASB. Eur J Nucl Med. 27:1719–1722.

Hurlemann R, Matusch A, Kuhn KU, Berning J, Elmenhorst D,
Winz O, Kolsch H, Zilles K, Wagner M, Maier W, et al. 2008.
5-HT2A receptor density is decreased in the at-risk mental
state. Psychopharmacology (Berl). 195:579–590.

Kang HJ, Kawasawa YI, Cheng F, Zhu Y, Xu X, Li M, Sousa AM,
Pletikos M, Meyer KA, Sedmak G, et al. 2011. Spatio-temporal
transcriptome of the human brain. Nature. 478:483–489.

Karg K, Burmeister M, Shedden K, Sen S. 2011. The serotonin
transporter promoter variant (5-HTTLPR), stress, and
depression meta-analysis revisited: evidence of genetic
moderation. Arch Gen Psychiatry. 68:444–454.

Kaufman J, DeLorenzo C, Choudhury S, Parsey RV. 2016. The
5-HT1A receptor in major depressive disorder. Eur Neurop-
sychopharmacol. 26:397–410.

Kim MS, Pinto SM, Getnet D, Nirujogi RS, Manda SS, Chaerkady R,
Madugundu AK, Kelkar DS, Isserlin R, Jain S, et al. 2014.
A draft map of the human proteome. Nature. 509:575–581.

Kinnally EL, Huang YY, Haverly R, Burke AK, Galfalvy H, Brent
DP, Oquendo MA, Mann JJ. 2009. Parental care moderates
the influence of MAOA-uVNTR genotype and childhood
stressors on trait impulsivity and aggression in adult
women. Psychiatr Genet. 19:126–133.

Knudsen GM, Jensen PS, Erritzoe D, Baare WF, Ettrup A, Fisher
PM, Gillings N, Hansen HD, Hansen LK, Hasselbalch SG,
et al. 2016. The center for integrated molecular brain
imaging (Cimbi) database. NeuroImage. 124:1213–1219.

Kranz GS, Wadsak W, Kaufmann U, Savli M, Baldinger P,
Gryglewski G, Haeusler D, Spies M, Mitterhauser M, Kasper S,
et al. 2015. High-dose testosterone treatment increases sero-
tonin transporter binding in transgender people. Biol
Psychiatry. 78:525–533.

Kraus C, Baldinger P, Rami-Mark C, Gryglewski G, Kranz GS,
Haeusler D, Hahn A, Wadsak W, Mitterhauser M, Rujescu D,
et al. 2014. Exploring the impact of BDNF Val66Met genotype
on serotonin transporter and serotonin-1A receptor binding.
PLoS One. 9:e106810.

Krishnan V, Nestler EJ. 2010. Linking molecules to mood: new
insight into the biology of depression. Am J Psychiatry. 167:
1305–1320.

Kumar JS, Mann JJ. 2014. PET tracers for serotonin receptors and
their applications. Cen Nerv Syst Agents Med Chem. 14:
96–112.

Lemaire C, Cantineau R, Guillaume M, Plenevaux A, Christiaens L.
1991. Fluorine-18-altanserin: a radioligand for the study of

128 | Cerebral Cortex, 2017, Vol. 27, No. 1



serotonin receptors with PET: radiolabeling and in vivo bio-
logic behavior in rats. J Nucl Med. 32:2266–2272.

Leroy C, Bragulat V, Berlin I, Gregoire MC, Bottlaender M,
Roumenov D, Dolle F, Bourgeois S, Penttila J, Artiges E, et al.
2009. Cerebral monoamine oxidase A inhibition in tobacco
smokers confirmed with PET and [11C]befloxatone. J Clin
Psychopharmacol. 29:86–88.

Lichtinghagen R, Musholt PB, Lein M, Romer A, Rudolph B,
Kristiansen G, Hauptmann S, Schnorr D, Loening SA, Jung K.
2002. Different mRNA and protein expression of matrix
metalloproteinases 2 and 9 and tissue inhibitor of metallo-
proteinases 1 in benign and malignant prostate tissue. Eur
Urol. 42:398–406.

Logan J, Fowler JS, Volkow ND, Wolf AP, Dewey SL, Schlyer DJ,
MacGregor RR, Hitzemann R, Bendriem B, Gatley SJ, et al.
1990. Graphical analysis of reversible radioligand binding
from time-activity measurements applied to [N-11C-
methyl]-(-)-cocaine PET studies in human subjects. J Cereb
Blood Flow Metab. 10:740–747.

Lung FW, Tzeng DS, Huang MF, Lee MB. 2011. Association of the
MAOA promoter uVNTR polymorphism with suicide
attempts in patients with major depressive disorder. BMC
Med Genet. 12:74.

Mattick JS, Makunin IV. 2005. Small regulatory RNAs in mam-
mals. Hum Mol Genet. 14(Spec No 1):R121–132.

Medland SE, Jahanshad N, Neale BM, Thompson PM. 2014.
Whole-genome analyses of whole-brain data: working
within an expanded search space. Nat Neurosci. 17:
791–800.

Medvedev AE, Glover V. 2004. Tribulin and endogenous MAO-
inhibitory regulation in vivo. Neurotoxicology. 25:185–192.

Meyer JH. 2007. Imaging the serotonin transporter during major
depressive disorder and antidepressant treatment. J
Psychiatry Neurosci. 32:86–102.

Meyer JH, Ginovart N, Boovariwala A, Sagrati S, Hussey D,
Garcia A, Young T, Praschak-Rieder N, Wilson AA, Houle S.
2006. Elevated monoamine oxidase a levels in the brain: an
explanation for the monoamine imbalance of major depres-
sion. Arch Gen Psychiatry. 63:1209–1216.

Milak MS, Ogden RT, Vinocur DN, Van Heertum RL, Cooper TB,
Mann JJ, Parsey RV. 2005. Effects of tryptophan depletion on
the binding of [11C]-DASB to the serotonin transporter in
baboons: response to acute serotonin deficiency. Biol
Psychiatry. 57:102–106.

Miller KJ, Hoffman BJ. 1994. Adenosine A3 receptors regulate
serotonin transport via nitric oxide and cGMP. J Biol Chem.
269:27351–27356.

Mongeau R, Welner SA, Quirion R, Suranyi-Cadotte BE. 1992.
Further evidence for differential affinity states of the
serotonin1A receptor in rat hippocampus. Brain Res. 590:
229–238.

Nenonene EK, Radja F, Carli M, Grondin L, Reader TA. 1994.
Heterogeneity of cortical and hippocampal 5-HT1A recep-
tors: a reappraisal of homogenate binding with 8-[3H]hydro-
xydipropylaminotetralin. J Neurochem. 62:1822–1834.

Nichols DE, Nichols CD. 2008. Serotonin receptors. Chem Rev.
108:1614–1641.

Papoucheva E, Dumuis A, Sebben M, Richter DW, Ponimaskin
EG. 2004. The 5-hydroxytryptamine(1A) receptor is stably
palmitoylated, and acylation is critical for communication
of receptor with Gi protein. J Biol Chem. 279:3280–3291.

Philippe C, Zeilinger M, Mitterhauser M, Dumanic M,
Lanzenberger R, Hacker M, Wadsak W. 2015. Parameter
evaluation and fully-automated radiosynthesis of [(11)C]

harmine for imaging of MAO-A for clinical trials. Appl
Radiat Isot. 97:182–187.

Pike VW, McCarron JA, Lammerstma AA, Hume SP, Poole K,
Grasby PM, Malizia A, Cliffe IA, Fletcher A, Bench CJ. 1995.
First delineation of 5-HT1A receptors in human brain with
PET and [11C]WAY-100635. Eur J Pharmacol. 283:R1–3.

Pletikos M, Sousa AM, Sedmak G, Meyer KA, Zhu Y, Cheng F, Li M,
Kawasawa YI, Sestan N. 2014. Temporal specification and bila-
terality of human neocortical topographic gene expression.
Neuron. 81:321–332.

Praschak-Rieder N, Willeit M, Wilson AA, Houle S, Meyer JH.
2008. Seasonal variation in human brain serotonin trans-
porter binding. Arch Gen Psychiatry. 65:1072–1078.

Quelch DR, Parker CA, Nutt DJ, Tyacke RJ, Erritzoe D. 2012.
Influence of different cellular environments on [(3)H]DASB
radioligand binding. Synapse. 66:1035–1039.

Rizzo G, Veronese M, Heckemann RA, Selvaraj S, Howes OD,
Hammers A, Turkheimer FE, Bertoldo A. 2014. The predictive
power of brain mRNA mappings for in vivo protein density:
a positron emission tomography correlation study. J Cereb
Blood Flow Metab. 34:827–835.

Sanabria-Bohorquez SM, Biver F, Damhaut P, Wikler D, Veraart
C, Goldman S. 2002. Quantification of 5-HT(1A) receptors in
human brain using p-MPPF kinetic modelling and PET. Eur J
Nucl Med Mol Imaging. 29:76–81.

Santana N, Bortolozzi A, Serrats J, Mengod G, Artigas F. 2004.
Expression of serotonin1A and serotonin2A receptors in pyr-
amidal and GABAergic neurons of the rat prefrontal cortex.
Cereb Cortex. 14:1100–1109.

Saulin A, Savli M, Lanzenberger R. 2012. Serotonin and molecu-
lar neuroimaging in humans using PET. Amino acids. 42:
2039–2057.

Savli M, Bauer A, Mitterhauser M, Ding YS, Hahn A, Kroll T,
Neumeister A, Haeusler D, Ungersboeck J, Henry S, et al.
2012. Normative database of the serotonergic system in
healthy subjects using multi-tracer PET. NeuroImage. 63:
447–459.

Schwartz TL. 2013. A neuroscientific update on monoamine
oxidase and its inhibitors. CNS Spectr. 18(Suppl 1):25–32.
quiz 33.

Sharma K, Schmitt S, Bergner CG, Tyanova S, Kannaiyan N,
Manrique-Hoyos N, Kongi K, Cantuti L, Hanisch UK, Philips
MA, et al. 2015. Cell type- and brain region-resolved mouse
brain proteome. Nat Neurosci. 18:1819–1831.

Shen EH, Overly CC, Jones AR. 2012. The Allen Human Brain
Atlas: comprehensive gene expression mapping of the
human brain. Trends Neurosci. 35:711–714.

Spies M, Knudsen GM, Lanzenberger R, Kasper S. 2015. The
serotonin transporter in psychiatric disorders: insights from
PET imaging. Lancet Psychiatry. 2:743–755.

Spindelegger C, Lanzenberger R, Wadsak W, Mien LK, Stein P,
Mitterhauser M, Moser U, Holik A, Pezawas L, Kletter K, et al.
2009. Influence of escitalopram treatment on 5-HT 1A recep-
tor binding in limbic regions in patients with anxiety disor-
ders. Mol Psychiatry. 14:1040–1050.

Stahl SM. 1998. Mechanism of action of serotonin selective
reuptake inhibitors. Serotonin receptors and pathways
mediate therapeutic effects and side effects. J Affect Disord.
51:215–235.

Staley JK, Krishnan-Sarin S, Zoghbi S, Tamagnan G, Fujita M,
Seibyl JP, Maciejewski PK, O’Malley S, Innis RB. 2001. Sex dif-
ferences in [123I]beta-CIT SPECT measures of dopamine and
serotonin transporter availability in healthy smokers and
nonsmokers. Synapse. 41:275–284.

Association of Protein Distribution and Gene Expression Komorowski et al. | 129



Steiner JA, Carneiro AM, Blakely RD. 2008. Going with the flow:
trafficking-dependent and -independent regulation of sero-
tonin transport. Traffic. 9:1393–1402.

Steiner JA, Carneiro AM, Wright J, Matthies HJ, Prasad HC, Nicki
CK, Dostmann WR, Buchanan CC, Corbin JD, Francis SH,
et al. 2009. cGMP-dependent protein kinase Ialpha associ-
ates with the antidepressant-sensitive serotonin transporter
and dictates rapid modulation of serotonin uptake. Mol
Brain. 2:26.

Thapar R, Denmon AP. 2013. Signaling pathways that control
mRNA turnover. Cell Signal. 25:1699–1710.

Tobin AB. 2008. G-protein-coupled receptor phosphorylation:
where, when and by whom. Br J Pharmacol. 153(Suppl 1):
S167–176.

Tong J, Meyer JH, Furukawa Y, Boileau I, Chang LJ, Wilson AA,
Houle S, Kish SJ. 2013. Distribution of monoamine oxidase
proteins in human brain: implications for brain imaging
studies. J Cereb Blood Flow Metab. 33:863–871.

Tzourio-Mazoyer N, Landeau B, Papathanassiou D, Crivello F,
Etard O, Delcroix N, Mazoyer B, Joliot M. 2002. Automated
anatomical labeling of activations in SPM using a macro-
scopic anatomical parcellation of the MNI MRI single-
subject brain. NeuroImage. 15:273–289.

Varnas K, Halldin C, Hall H. 2004. Autoradiographic distribution
of serotonin transporters and receptor subtypes in human
brain. Hum Brain Mapp. 22:246–260.

Xie E, Zhu L, Zhao L, Chang LS. 1996. The human serotonin 5-
HT2C receptor: complete cDNA, genomic structure, and
alternatively spliced variant. Genomics. 35:551–561.

Zanotti-Fregonara P, Leroy C, Rizzo G, Roumenov D, Trichard C,
Martinot JL, Bottlaender M. 2014. Imaging of monoamine
oxidase-A in the human brain with [11C]befloxatone: quan-
tification strategies and correlation with mRNA transcrip-
tion maps. Nucl Med Commun. 35:1254–1261.

Zhang YW, Gesmonde J, Ramamoorthy S, Rudnick G. 2007.
Serotonin transporter phosphorylation by cGMP-dependent
protein kinase is altered by a mutation associated with
obsessive compulsive disorder. J Neurosci. 27:10878–10886.

Zilles K, Palomero-Gallagher N, Grefkes C, Scheperjans F, Boy C,
Amunts K, Schleicher A. 2002. Architectonics of the human
cerebral cortex and transmitter receptor fingerprints: recon-
ciling functional neuroanatomy and neurochemistry. Eur
Neuropsychopharmacol. 12:587–599.

Zimmer L, Riad M, Rbah L, Belkacem-Kahlouli A, Le Bars D, Renaud
B, Descarries L. 2004. Toward brain imaging of serotonin 5-
HT1A autoreceptor internalization. NeuroImage. 22:1421–1426.

130 | Cerebral Cortex, 2017, Vol. 27, No. 1


	Association of Protein Distribution and Gene Expression Revealed by PET and Post-Mortem Quantification in the Serotonergic ...
	Introduction
	Materials and Methods
	PET Data
	mRNA Data
	Statistical Analysis

	Results
	5-HT1A Receptor
	5-HT2A Receptor
	Serotonin Transporter
	Monoamine Oxidase-A
	Cortical/Subcortical Analysis

	Discussion
	Conclusion
	Funding
	Notes
	References


