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Abstract
Background: MCT14 (SLC16A14) is an orphan member of the monocarboxylate transporter (MCT) family, also
known as the SLC16 family of secondary active transmembrane transporters. Available expression data for this
transporter is limited, and in this paper we aim to characterize MCT14 with respect to tissue distribution and cellular
localization in mouse brain.
Results: Using qPCR, we found that Slc16a14 mRNA was highly abundant in mouse kidney and moderately in central
nervous system, testis, uterus and liver. Using immunohistochemistry and in situ hybridization, we determined that
MCT14 was highly expressed in excitatory and inhibitory neurons as well as epithelial cells in the mouse brain. The
expression was exclusively localized to the soma of neurons. Furthermore, we showed with our phylogenetic analysis
that MCT14 most closely relate to the aromatic amino acid- and thyroid-hormone transporters MCT8 (SLC16A2) and
MCT10 (SLC16A10), in addition to the carnitine transporter MCT9 (SLC16A9).
Conclusions: We provide here the first histological mapping of MCT14 in the brain and our data are consistent with
the hypothesis that MCT14 is a neuronal aromatic-amino-acid transporter.
Keywords: Monocarboxylate, Transporter, Mouse, Amino acid
Background
The solute carrier (SLC) superfamily is currently comprised of 456 members divided into 52 families [1], making it the largest group of transporters. The common
features of transporters in this superfamily are their secondary active mode of transport across membranes and
their wide substrate profile, making them key in many
biological processes, diseases and therapies [2]. Members
are divided into SLC families on the basis of at least 20 %
sequence similarity [3, 4]. The SLCs can be further divided
into four phylogenetic clusters on the basis of their evolutionary origin; the largest of these clusters is the α-group
containing eight SLC-families [5]. The SLC16 gene family
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is part of the α-cluster and is currently comprised of 14
members, all predicted to have 12 transmembrane helices (TM) with intracellular C- and N-termini, and a large
cytosolic loop between TMs 6 and 7 [6–8]. The substrates
for the first characterized members of this family of transporters are amino acids, carbohydrates, and monocarboxylates [9]. The SLC16 protein family is therefore also
called the monocarboxylate transporters (MCTs). The
SLC36 [10] and SLC5 [11, 12] are other SLC-families
involved in the transport of monocarboxylates. Only six
of the fourteen members of the MCT family have been
characterized in detail: SLC16A1, SLC16A7, SLC16A8,
SLC16A13, SLC16A2 and SLC16A10, corresponding to
MCT1–4, MCT8 and MCT10 respectively. The inconsistent nomenclature is due to the naming of MCTs in
the order in which they were functionally characterized,
whereas SLC16-family members were named as their
cDNA sequences became available [6].
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The members of the MCT family share structural similarities but differ in substrate specificity. MCTs 1–4 [13,
14] are the most extensively characterized, and display
a broad specificity for monocarboxylates such as pyruvate, ketone bodies, lactate, and short-chain fatty acids.
The transport facilitated by these transporters is protonlinked. MCT8 transports thyroid hormones, MCT10
transports thyroid hormones and aromatic amino acids,
and both display a proton-independent mode of transport [15–17], further supported by their lack of the
proposed proton-binding domain [13, 14] present in
MCT1–4. Interestingly, MCT6 also lacks this domain,
but it facilitates the proton-linked transport of the synthetic drug bumetanide as well as probenecid. However,
the transport mechanism and the endogenous substrates
for MCT6 are still unknown [18]. MCT9 has been identified as a carnitine transporter [19, 20] with an unknown
mode of transport. As for MCT14, its substrate profile is still unknown and the expression data are limited.
MCT14 has been found in bovine mammary gland, in the
gastrointestinal tracts of cattle and the mammary glands
of lactating cows [21–23], but there is no detailed immunohistochemical analysis of MCT14 expression in mouse
brain.
In this paper we show that Slc16a14 is phylogenetically
most closely related to Slc16a9, Slc16a2 and Slc16a10.
We also mapped the expression of MCT14 throughout
the mouse brain on an mRNA level using an antisense
RNA probe. We determined the regional protein distribution using a verified MCT14 antibody and established
that MCT14 expression is confined to soma of mainly
excitatory, but also inhibitory neurons, as well as epithelial cells. Quantitative real-time PCR (qRT-PCR) was
used to analyze the relative expression levels of Slc16a14
mRNA in a panel of mouse tissues and defined brain
regions, where we found high expression of Slc16a14 in
the kidney and moderate levels in the brain, testis, uterus
and liver.

Methods
Phylogenetic analysis

All human and mouse SLC16 amino acid sequences were
identified [14] and combined into a multiple sequence
alignment using t_coffee [24]. The phylogenetic relationships between these sequences were inferred using the
Bayesian approach as implemented in mrBayes 3.2.2 [25,
26] to obtain the tree in Fig. 1. The analysis was run via
the Beagle library [27] on 2× AMD 290× graphics cards.
The analysis was run on six chains (five heated and one
cold) with two runs in parallel (n runs = 2) under the
mixed amino acid model with eight gamma categories
and invgamma as gamma rates for a total of 2,000,000
generations. A maximum likelihood analysis was also
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performed using RAxML [28] with 1000 bootstrap replicas and the GAMMAJTT protein model. The best tree
from the maximum likelihood analysis had the same
topology as the one obtained from MrBayes.
Tissue preparation

Tissue preparation for in situ hybridization (ISH) and
immunohistochemistry (IHC) was performed as previously described [29].
RNA‑probe synthesis and in situ hybridization

Mouse Slc16a14 EST clone ID IRAVp968E0963D was
used to synthesize the antisense Slc16a14 probe, of which
1 µg/ml was used in the ISH, described in [29].
Immunhisto‑ and cyto‑chemistry

IHC with anti-MCT14 on free floating sections (1:1000,
non-fluorescent IHC) and paraffin sections (1:100, fluorescent IHC) was performed as previously described
in [29], using primary polyclonal rabbit anti-MCT14
(Sigma-Aldrich Cat# HPA040518, RRID:AB_10794877).
For the peptide-blocked control section, MCT14 antibody (1:100) was pre-incubated with a peptide that corresponds to the epitope recognized by the antibody
(YTSHEDIGYDFEDGPKDKKTLKPHPNIDGG, SigmaAldrich, cat. no. APREST79171) in excess (5:1 to antibody concentration,) for 1 h at room temperature prior
to incubation. The immunocytochemistry (ICC) also followed the procedures described in [29], with the exception of the cell line used; here fixed wild-type PC12 cells
were used, and transfected PC12 cells were stained with
anti-MCT14 and primary monoclonal mouse anti-FLAG
M2 antibody (1:200, Sigma-Aldrich, cat. no. F3165,
RRID:AB_259529).
Colocalization analysis

Double IHC of MCT14 with NeuN and GAD67 was performed as described previously [29]. MCT14/NeuN and
MCT14/GAD67 images of hypothalamus, retrosplenial
cortex and piriform cortex from a total of six sections
for each region (n = 2) were acquired with a Zeiss AxioImager widefield fluorescence microscope at 20× magnification. All images were analyzed using a specialized
pipeline in the automated open-source cell segmentation
software CellProfiler (Additional file 1: Figure S1) (Broad
Institute Imaging Platform, Cambridge, MA, USA) [30].
For an overview of the analysis pipeline and details
regarding incorporated modules, see Additional file 2.
Western Blot

Verification of the MCT14 antibody through Western
Blot was performed according to procedures described
in [29], with the exception of the antibody, the gel, and
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Fig. 1 Slc16a14 is evolutionarily most closely related to Slc16a9, Slc16a2 and Slc16a10. Phylogenetic tree showing the evolutionary relationship
between the members in the mouse and human monocarboxylate transporter family. MrBayes 3.2.2 [25, 26] was used to construct the tree with
branch lengths representing evolutionary distance. The scale bar represents 0.1 exchanges per site

the blotting procedure. Proteins were resolved on MiniProtean 4–15 % TGX Stain-Free® gels and transferred to
polyvinylidene difluoride membranes using Trans-Blot®
Turbo™ Mini PVDF Transfer Packs and Trans-blot Turbo
Transfer system (Bio-Rad Laboratories, Sweden) and
incubated with anti-MCT14 (1:100). For peptide-blocking, anti-MCT14 (1:300) was pre-incubated with the corresponding peptide according to procedures described
for IHC. Concentration of mouse brain protein sample

was 20 µg, and to ensure equal loading of protein, β-actin
(1:50,000, Sigma-Aldrich, Cat# A1978, RRID:AB_476692)
was used. Band intensities were quantified by densitometry using ImageLab™ software (version 4.1 BioRad Hercules, CA, USA).
Transfection of PC12 cells

The immortalized rat adrenal gland cell line PC-12 Adh
(ATCC, Manassas, VA, USA, CRL-1721.1) was cultured
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in ATCC-formulated complete growth media F-12 K
(ATCC, Manassas, VA, USA cat. no. 30-2004) supplemented with 12.5 ml fetal bovine serum (FBS), 75 ml
horse serum, 5 ml penicillin–streptomycin (Pen-Strep)
and 5 ml amphotericin B (all from Gibco, Life Technologies, Sweden). All cells were incubated at 37 °C
with 5 % CO2. The cells were seeded to 60–70 % confluence on cover slips coated with 10 μg/ml poly-l-lysine
(Sigma-Aldrich, cat. no. P4707). Cells were transfected
with one µg of a pcDNA3.1 + DYK vector containing
the full Slc16a14 mRNA sequence, as well as a FLAG
tag sequence (Additional file 3: Figure S2, DYKDDDK,
Clone ID: OMu04791, Genscript Piscataway, NJ, USA),
using Lipofectamine Plus reagent (Invitrogen, Sweden),
according to the manufacturer’s instructions. Cells were
fixed in 4 % formaldehyde 48 h post-transfection.
RNA preparation and cDNA synthesis

Central- and peripheral-tissues were isolated from wildtype male mice (n = 4) while females (n = 4) were euthanized for female genitalia in order to create a wild-type
tissue panel. Mice were killed by cervical dislocation, and
dissections were performed on ice within 10 min. Tissues were kept in RNA-later (Qiagen, Denmark) for 2 h
at room temperature, before storage at −80 °C. Blood
was collected via a cardiac puncture after euthanizing
the animal. The blood was mixed with EDTA (1.5 mg/
ml blood, VWR, Sweden), centrifuged for 10 min (4 °C,
21,100×g) and the pellet was used for RNA extraction.
RNA Extraction Absolutely RNA Miniprep Kit (Agilent Technologies, USA) was used to extract RNA from
individual samples. Briefly, tissues were homogenized in
lysis buffer and β-mercaptoethanol using a Bullet blender
(Next Advance Inc., NY, USA). The homogenate was run
through a prefilter spin cup to remove non-homogenized
tissue before precipitation of the RNA with 70 % ethanol
(Solveco, Sweden). The RNA was collected in an RNAbinding spin cup and washed in salt buffers before incubation in DNase Digestion buffer and RNaseFree DNase
1 for 15 min at 37 °C. Additional salt buffer washes were
performed prior to RNA elution. Concentration was
measured in an ND-1000 spectrophotometer (NanoDrop Technologies Inc., Wilmington, DE, USA). One
µg extracted RNA was used as template for the cDNA
synthesis. The High Capacity RNA-to-cDNA kit (Invitrogen, Sweden) was used in which the RNA was added to
2RT Reaction mix and RT enzyme mix. The final volume
was adjusted to 20 µl with DEPC-treated water before the
cDNA synthesis cycle: 10 min incubation at 25 °C, 30 min
at 50 °C and 85 °C for 5 min. Samples were cooled before
two units Escherichia coli RNase H was added, followed
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by an additional 20 min incubation at 37 °C. cDNA from
the same organs of different animals, were pooled and
diluted to 5 ng/µl RNA with sterile water.
Primer design and quantitative real‑time PCR (qRT‑PCR)

All primers were designed using Beacon Design 8 (Premier Biosoft, Palo Alto, CA, USA). For sample amplification the primers used were Slc16a14 forward
5′-tgaagacgaccgaaaggctaa-3′ and reverse 5′-atgtgaacaaagaaggacgagag-3′. Six different reference genes were run:
glyceraldehyde-3-phosphate dehydrogenase (Gapdh)
forward 5′-gccttccgtgttcctacc-3′, reverse 5′-gcctgcttcaccaccttc-3′, beta tubulin 4B (bTub) forward 5′-agtgctcctcttctacag-3′, reverse 5′-tatctccgtggtaagtgc-3′, ribosomal
protein L19 (Rpl19) forward 5′-aatcgccaatgccaactc-3′,
reverse 5′-ggaatggacagtcacagg-3′, pepti-dylprolyl isomerase A (Cyclo) forward 5′-tttgggaaggtgaaagaagg-3′, reverse
5′-acagaaggaatggtttgatgg-3′ and actin-related protein 1B
(Actb) forward 5′-ccttcttgggtatggaatcctgtg-3′, reverse
5′-cagcactgtgttggcatagagg-3′. Final volume for each
qRT-PCR reaction was 20 μl; 1 μl pooled cDNA (5 ng/μl
RNA), 0.05 μl of each primer (100 pmol/μl), 3.6 µl 10×
DreamTaq buffer (including 20 mM MgCl2; Thermo Scientific), 0.2 μl of 25 mM dNTP mix (Thermo Scientific,
Sweden), 1 μl DMSO, 0.5 μl of SYBR Green (1:10,000;
Invitrogen, Sweden) diluted in TE buffer (pH 7.8) and
0.08 μl of DreamTaq DNA polymerase (5 U/µl, Thermo
Scientific, Sweden). The iCycler real-time detection
instrument (Bio-Rad Laboratories, Sweden) was used
and the reaction followed these conditions: initial denaturation for 3 min at 95 °C followed by 45 cycles of 10 s at
95 °C, 30 s at 55 or 60 °C (55 °C for housekeeping genes;
60 °C for Slc16a14:) and 30 s at 72 °C, followed by further elongation at 72 °C for 5 min. Thereafter a melting
curve was performed by 81 cycles of 10 s intervals where
the temperature increased 0.5 °C per cycle, starting from
55 °C. All RT-PCR reactions were performed in triplicate; in addition, a negative control was included on each
plate. All experiments were repeated twice.
qRT‑PCR data analysis

All data were collected using MyIQ (Bio-Rad Laboratories, Hercules, CA, USA) software. Primer efficiency
was calculated for each run using LinRegPCR software,
followed by the Grubbs test (GraphPad software, version 5.0, La Jolla, CA, USA) to remove outliers in the
efficiency calculations before correcting the samples
for primer efficiency. The GeNorm protocol [31] identified five stable housekeeping genes, and their geometric
means were used as normalization factors for each tissue.
Normalized mRNA expression (±SD) was plotted.
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Results
Slc16a14 is evolutionarily most closely related to Slc16a9,
Slc16a2 and Slc16a10

Phylogenetic reconstruction of the evolutionary relationship of all mouse and human SLC16 sequences
(Fig. 1) showed that Slc16a14 is most closely related to
Slc16a9, a carnitine transporter [19, 20]. The Slc16a9 and
Slc16a14 group form a sister clade to the Slc16a2 and
Slc16a10 group, which are transporters for thyroid hormone (Slc16a2) [16, 32] and aromatic amino acids as well
as iodothyronine (Slc16a10) [33, 34]. Identical topology
was obtained with maximum likelihood analysis using
RAxML [35] (data not shown).
Extensive Slc16a14 mRNA expression in mouse brain

ISH with a digoxigenin-labeled riboprobe against
Slc16a14 mRNA was used to map the expression in
mouse brain through hybridization with free-floating
70 µm coronal sections (Fig. 2). Abundant mRNA was
detected throughout the mouse brain, exemplified in
the close-up images in Fig. 2. Widespread expression
was noted in various parts of the hippocampus, including the granular, polymorph and molecular layers of the
dentate gyrus, the pyramidal cells, and the CA1–3 fields
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(Fig. 2A). Marked expression was also seen in cortical regions such as the piriform cortex, accessory basal
amygdaloid nucleus (BMA) and posterolateral cortical
amygdaloid nucleus (Fig. 2B). Moreover, Slc16a14 mRNA
was expressed in the arcuate nucleus and the dorsomedial and ventromedial hypothalamic nuclei (Fig. 2C).
High degree of MCT14 expression in mouse brain

Non-fluorescent IHC analysis of 70 µm coronal sections
of mouse brain was performed with an anti-MCT14 antibody to map the MCT14 expression found in a variety of
structures throughout the brain. Figure 3 depicts representative images of immunoreactivity in selected brain
regions. Immunoreactivity was noted in the granular
layer of the dentate gyrus, the CA1–3 fields, and in the
pyramidal cells of the hippocampus (Fig. 3A). Staining
was also seen in cortical regions such as the retrosplenial
agranular cortex (Fig. 3B). The staining was widespread
throughout the cortex and stretched across several distinct cortical regions such as the somatomotor cortex,
the somatosensory cortex, and the occipital lobe. There
was a wide regional distribution of staining in the hypothalamus, including the arcuate nucleus, and the ventromedial and dorsomedial hypothalamic nuclei (Fig. 3C).

Fig. 2 Extensive Slc16a14 mRNA expression in mouse brain. ISH with a digoxigenin-labeled riboprobe against Slc16a14 mRNA was used to map
the expression in mouse brain through hybridization with free-floating, 70-µm coronal sections. Widespread expression was seen in various parts of
the mouse brain, including the: A granular, molecular and polymorph layers of the dentate gyrus (GrDG, Mol and PoDG respectively), CA1–3 fields
and pyramidal cells of the hippocampus, B piriform cortex (Pir), accessory basal amygdaloid nucleus (BMA) and posterolateral cortical amygdaloid nucleus, C arcuate nucleus (Arc) and ventromedial and dorsomedial hypothalamic nuclei (VMH and DM respectively). All scale bars represent
200 µm. Bregma coordinates (upper left corner of each image) and abbreviations were determined according to Franklin and Paxinos [57]
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antibody was used together with cell-specific antibodies for neurons, astrocytes, synapses and epithelial cells
(Fig. 4). There was substantial overlap between MCT14
and Pan neuronal cocktail (Pan) [36], a whole-neuron
marker for axons, dendrites, nuclei and soma of neurons.
The staining was confined to the soma, and was absent in
neuronal fibers (Fig. 4a). Double IHC with MCT14 and
Pan was repeated, but with anti-MCT14 pre-incubated
with the corresponding antigen. This blocks the antibody, preventing it from binding to the epitope in the
brain sections. In Fig. 4b, MCT14-staining is absent or
greatly reduced, while the Pan staining persists. This confirms the binding of anti-MCT14 to the specific epitope.
The presence of MCT14 in the soma was further confirmed by the absence of colocalization with the dendritic
marker, microtubuli-associated protein 2 (MAP2) [37]
(Fig. 4c). Co-expression of MCT14 and the epithelial cell
marker Pancytokeratin [38] in the epithelial cells surrounding the lateral ventricles suggests the presence of
MCT14 in epithelial cells (Fig. 4d). The double IHC also
revealed no overlap between MCT14 or for the marker
for astrocytes [glial fibrillary acidic protein (GFAP) [39],
Fig. 4e] or synaptophysin, a marker for pre-synaptic vesicles [40] (Fig. 4f ).
Intracellular and plasmalemmal expression of MCT14

The overlap between MCT14 and WGA (Fig. 5a), a
marker for all membranes, indicates an intracellular
expression of MCT14 as well as in the plasma membrane.
This was verified with the double ICC with MCT14 and
Pan, where the MCT14 and Pan staining overlapped in
the PC12 cells (Fig. 5b).
A majority of MCT14 positive neurons are non‑GAD67
Fig. 3 Widespread MCT14 expression in mouse brain. Close-up
images of non-fluorescent IHC with DAB using the MCT14 antibody
on 70-µm coronal mouse brain sections, to determine the expression
pattern of MCT14. Expression was noted in the A arcuate nucleus
(Arc) and ventromedial and dorsomedial hypothalamic nuclei (VMH
and DM respectively), B retrosplenial agranular (RSA) cortex and retrosplenial granular (RSG) cortex, C granular, molecular and polymorph
layers of the dentate gyrus (GrDG, Mol and PoDG respectively), CA1–3
fields and pyramidal cells of the hippocampus, D piriform cortex (Pir),
postolateral cortical amygdaloid nucleus (PLCo) and accessory basal
amygdaloid nucleus (BMA). All scale bars represent 200 µm. Bregma
coordinates (upper left corner of each image) and abbreviations were
determined according to Franklin and Paxinos [57]

MCT14 is expressed in the soma of neurons and in
epithelial cells

Fluorescent double IHC was performed on coronal 7-µm
paraffin sections from wild-type mouse brains in order to
identify the cellular localization of MCT14. The MCT14

By using double IHC with neuronal markers together
with the MCT14 antibody, we found that MCT14 was
expressed in neurons. This led us to ask in which neuron
type it was expressed. MCT14 displayed a high degree of
colocalization with the neuronal marker NeuN (Fig. 6a).
Furthermore, MCT14 also colocalized with a marker
for inhibitory neurons, GAD67, albeit to a lesser extent
(Fig. 6b). The degree of overlap between MCT14 and the
markers was quantified using a specialized pipeline in
automated cell segmentation software from CellProfiler.
org (Additional file 1: Figure S1). Double IHC images of
hypothalamus, cortex and piriform cortex from six sections (n = 2) for each region were analyzed with the
colocalization pipeline. (For more details regarding the
analysis modules included in the pipeline, please see
Additional file 2.) The total fraction of MCT14-positive cells also positive for the neuronal marker was significantly higher than that of MCT14-positive cells that
expressed the marker for inhibitory neurons (p = 0.0218)
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(See figure on previous page.)
Fig. 4 MCT14 is expressed in the soma of neurons and in epithelial cells. Fluorescent double IHC on paraffin sections from wild-type mouse
brain with the MCT14 antibody and a panel of markers to identify the cell types expressing MCT14. The MCT14 antibody staining is seen in red,
cell-specific markers are seen in green, and cell nuclei stained with DAPI are seen in blue. a Colocalization of MCT14 with the whole-neuron marker
Pan neuronal cocktail aimed at soma, dendrites, axons and nuclei of neurons suggests that MCT14 is expressed in the neuronal soma in cortex. b
Reduced MCT14 staining following pre-incubation of anti-MCT14 with a peptide corresponding to the antibody epitope, while Pan still stains the
whole neuron. c No overlap between MCT14 and the astrocytic marker GFAP. d Overlap between MCT14 and neuronal marker MAP2 in the soma
of neurons. e No colocalization of MCT14 and the pre-synaptic vesicle marker synaptophysin. f Colocalization of MCT14 and Pancytokeratin, an
epithelial cell marker, indicates MCT14 expression in epithelial cells of the choroid plexus in the lateral ventricles. All images were taken at ×40 magnification on a Zeiss AxioImager, and all scale bars represent 10 µm

(Fig. 6c). Consequently, a dominant fraction of MCT14positive neurons are non-GAD67.
Verification of the MCT14 antibody

The commercially available anti-MCT14 polyclonal antibody used in the histological analysis was raised against
the human MCT14 protein; the epitope for the antibody is located in the second exon in both the human
and mouse proteins (Fig. 7a) The epitope for the human
MCT14 protein is YTSHEDIGYDFEDGPKDKKTLKPHPNIDGG and the corresponding sequence in mouse
is YTSHEDIGYD, i.e. the first ten amino acids. BLAST
analysis [41, 42] confirmed a high degree of homology
between the human MCT14 protein and the two mouse
isoforms (87 and 92 % identity of query coverage) and the
two mouse isoforms (100 % identity of the query coverage). To verify the antibody specificity, a Western Blot
analysis was performed using the MCT14 antibody on
homogenized wild-type mouse brain. Analysis of the
obtained blot revealed two bands at ~56 and ~45 kDa
(Fig. 7b), corresponding to the theoretical molecular
mass of the two MCT14 isoforms in mouse, NCBI RefSeq NP_082197 (512 amino acids, 56.4 kDa) and GenBank ID EDL02188.1 (436 amino acids, 48 kDa). The
theoretical molecular mass of the latter was calculated
using the peptide sequence in Protein Calculator v3.4
[43, 44]. The results from Western Blot are in line with
the sequence analysis revealing that MCTs are not likely
to be glycosylated, and that bands on the Western Blot
cannot be shifted by deglycosylation [44, 45]. Western
Blot was also performed on anti-MCT14 that had been
neutralized with a peptide corresponding to the epitope
recognized by the antibody (Fig. 7b). By binding the peptide, the antibody is blocked from binding the epitope
present on the blot. The blotting of peptide-bound antiMCT14 resulted in a very faint band with the predicted
molecular size, compared to the control sample with
anti-MCT14 only. Band intensities were quantified and

normalized with β-actin, and showed a 40 % reduction of
signal in the peptide-blocked blot. Further verification of
the antibody was attained by simultaneous immunodetection of MCT14 and the FLAG sequence on PC12 cells
transfected with a pcDNA3.1 + DYK plasmid containing
the full Slc16a14 mRNA sequence and FLAG tag. Double
ICC with the MCT14 and the FLAG antibody (Fig. 7b)
reveals a colocalization of MCT14 and the immunogen
FLAG epitope DYKDDDK.
Moderate to high Slc16a14 mRNA expression in CNS, testis,
uterus, liver and kidney

Quantitative RT-PCR was performed on a panel of subdissected mouse brain regions and peripheral tissues
(Fig. 8) to obtain an overview of the Slc16a14 mRNA
expression. RT-PCR was used to measure normalized
mRNA expression levels (± SD) (Fig. 7a) and shows a
varied expression of Slc16a14 throughout the samples.
Moderate levels of Slc16a14 mRNA were expressed in
most CNS regions as well as in testis, uterus and liver.
The highest Slc16a14 mRNA levels were measured in the
kidneys, approximately 20-fold higher than the levels in
CNS.

Discussion
Only 6 of the 14 members of the MCT family have been
studied extensively: MCT1–4, MCT8, and MCT10. The
remaining transporters have yet to be characterized in
detail. Here we aimed to elucidate the tissue distribution
of MCT14, determine its cellular localization, and study
its evolutionary relationship to other members of the
monocarboxylate transporter family.
We performed a phylogenetic analysis revealing a close
relationship between Slc16a14 and Slc16a2, Slc16a9,
and Slc16a10. QRT-PCR on mouse brain and a panel of
peripheral mouse tissues revealed moderate expression
levels of Slc16a14 throughout the CNS and high levels
in the kidney, approximately 20-fold higher than in the
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Fig. 5 Intracellular and plasmalemmal localization of MCT14. Double
ICC on fixed PC12 cells with anti-MCT14 and markers to further determine the localization of MCT14. a Overlap between MCT14 and WGA,
a marker for plasma- and intra-cellular membranes. b Colocalization
of MCT14 with whole neuron marker Pan neuronal cocktail indicates
intracellular MCT14 expression as well as in the plasma membrane.
All images were acquired at × 63 magnification on a Zeiss AxioImager. Scale bars represent 10 µm
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CNS. To obtain a more detailed mRNA mapping in the
CNS, the expression pattern of Slc16a14 was determined
through ISH using an antisense probe. Slc16a14 exhibited
widespread distribution in a variety of structures in the
brain, including the hippocampus, hypothalamus as well
as cortical and subcortical regions. This was in line with
Slc16a14 expression data from the Allen Brain Atlas [46,
47] and was similar to the expression data available for
the most closely related transporters in the MCT family.
The Slc16a9 expression data are only found in the Allen
Brain Atlas, whereas Slc16a2 and Slc16a10 have been
studied to a greater extent. The expression of Slc16a2 in
brain has been established by several independent studies [32, 47–49], which locate it in the hypothalamus, hippocampal and cortical areas, as well as amygdala and
choroid plexus. Slc16a10 is closely related to Slc16a2,
but seems to be expressed to a lesser extent in the brain,
mainly in hypothalamus and hippocampus [50], and the
expression seems to increase with age.
For the histological analysis of MCT14, a commercially
available rabbit polyclonal antibody was used. We performed extensive validation of the antibody using Western Blot, peptide competition with both Western Blot
and IHC. We also performed a double IHC on PC12 cells
transfected with a Slc16a14-containing FLAG-tagged
plasmid and subsequent double IHC with anti-MCT14
and anti-FLAG. The staining of the MCT14 and FLAG
overlapped. On the basis of these data, we concluded that
the MCT14-antibody is specific.
The distribution of MCT14 matches that of the
mRNA, as determined by non-fluorescent IHC. MCT14
is expressed in various parts of the brain, including the
hypothalamus, hippocampus and cortex. The close evolutionary relationship between MCT14 and MCT8, 9,
and 10 is in line with the overlap in tissue distribution,
in that they are all highly expressed in mouse brain and
kidneys [14]. Our phylogenetic analysis showing the close
relationship between Slc16a14 and Slc16a2, Slc16a9 and
Slc16a10 is further supported by studies indicating that
carnitine, transported by MCT9, is capable of negating
the effect of thyroid hormones, transported by MCT8
and MCT10 [51, 52]. For carnitine to be a possible inhibitor, similarities in the binding site and the protein fold are
necessary, and these features are primarily determined by
sequence.
To further investigate the cellular localization of
MCT14, fluorescent IHC was used with cell-specific
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Fig. 6 A majority of MCT14 positive neurons are non-GAD67. Double
IHC on 7-µm paraffin sections with MCT14/NeuN and MCT14/
GAD67 for determination of the type of neuron MCT14 is expressed
in. MCT14 is seen in red, markers in green, and DAPI is seen in blue.
a Colocalization of MCT14 with NeuN, a neuronal marker, in most
MCT14-expressing cells. b Colocalization of MCT14 with neurons
expressing GAD67, a marker for inhibitory neurons. c A total of six
(n = 2) double IHC images with MCT14/NeunN and MCT14/GAD67
from retrosplenial cortex, hypothalamus and piriform cortex were
collected and analyzed using a colocalization analysis pipeline from
CellProfiler.org (Additional file 1: Figure S1). Fraction of MCT14positive cells that also expressed respective marker was plotted. All
images were acquired on a Zeiss AxioImager at ×20 magnification.
Statistics were performed with Students’ t test, *p < 0.05

markers. MCT14 was expressed in the soma of neurons
as well as epithelial cells, but absent in astrocytes and
in synapses. Colocalization analysis revealed MCT14
expression in both GAD67 and non-GAD67 expressing
neurons. Given that the majority of non-inhibitory neurons in the brain are excitatory, we conclude that MCT14
is expressed in both excitatory and inhibitory neurons.
The staining was confined to the soma and absent in
projections, indicating a plasmalemmal and intracellular
localization of MCT14. The cell-specific expression of
MCT14 in epithelial cells and neurons is also similar to
that of MCT8, which is expressed in all cell types in CNS
except microglia, with the exception of MCT8 expression in astrocytes [53] where MCT14 is absent; MCT10
on the other hand seems to be specifically expressed in
white matter regions in the brain, indicating MCT10
enrichment in oligodendrocytes [50].
The physiological roles of the characterized MCTs differ, depending on their substrate profile and their differential expression in various tissues, as evidenced by the
expression of distinct MCT isoforms. The substrate profile of MCT9 is still unknown, although it has been shown
to transport carnitine [19, 20]. The key residues that
seem to be involved in proton translocation in the proton-linked transport of MCT1–4 required to transport
monocarboxylates are not conserved in MCT9, MCT8,
MCT10 or MCT14 [13, 14]. The transport of thyroid
hormones and aromatic amino acids across membranes
by MCT8 and MCT10 is indeed proton-independent
[15–17]. Taking all of this into account, it is likely that
MCT14 neither transports monocarboxylates nor transports other possible substrates in a proton-dependent
manner. Given its wide distribution pattern with the
highest mRNA levels in the kidney and CNS, the substrate profile could include hormones involved in renal
function, amino acids and/or ions. For the coordination
of growth and development, amino acid transporters are
important in the delivery of amino acids to the brain [54],
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nutrient sensing [55, 56] and subsequent regulation of
food intake. Sequence similarities with amino acid transporters within the same family, the widespread tissue
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distribution, and its localization on the soma of epithelial cells and neurons contribute to the hypothesis that
MCT14 is a transporter of amino acids.

Roshanbin et al. BMC Neurosci (2016) 17:43

Page 12 of 14

(See figure on previous page.)
Fig. 7 Validation of antibody specificity. The specificity of the antibody: a representation of the human SLC16A14 and mouse Slc16a14 and the
epitopes for the MCT14 antibody in human and mouse. The epitope for the commercially available MCT14 antibody is found in the second exon
(E2) in both the human and mouse MCT14 proteins. The bottom most box shows the peptide sequences encoded by E2 in human and mouse,
respectively. The underlined sequence encoded by the human exon constitutes the epitope of the antibody (31 amino acids) and the underlined
sequence encoded by the mouse E2 is the corresponding epitope in mouse (ten amino acids). Graphics were generated using the Exon–Intron
Graphic Maker [58] and the scale bars (upper right corners of each gene) represent 100 bp. b A Western Blot on wild-type mouse brain homogenate was performed to analyze the specificity of the polyclonal anti-MCT14 antibody. It generated a strong band at ~56 kDa corresponding to the
mouse MCT14 protein (NP_082197) and a weaker band at ~45 kDa corresponding to the 48 kDa mouse isoform (EDL02188.1). c A peptide competition with anti-MCT14 and peptide corresponding to the epitope recognized by the antibody. The right lane shows a Western Blot of anti-MCT14 on
wild-type mouse brain homogenate, resulting in a band at ~56 kDa. The left lane shows anti-MCT14 neutralized with an excess of peptide, resulting
in a very faint band with the same size. Bottom blot shows the loading control, β-actin, with expected bands around 42 kDa. Densitometric analysis
of MCT14 bands normalized against the β-actin control showed a 40 % reduction of band intensity when blocked antibody was blotted. d Double
IHC on immortalized PC12 cells transfected with FLAG-tagged plasmids containing the full Slc16a14 mRNA sequence with the MCT14 antibody
and FLAG antibody revealed colocalization of MCT14 and the FLAG. MCT14 staining is red, the FLAG marker is green and cell nuclei are stained with
DAPI. Negative control for the immunocytochemistry (no primary antibodies) and for the transfection (no cDNA during transfection) can be seen in
the upper and lower right corners, respectively. All images were acquired with ×40 magnification

for MCT14 and to determine the mode of transport to
establish the role of MCT14 in physiological and pathological processes.

Additional files

Fig. 8 High Slc16a14 mRNA levels in kidney and moderate levels
in the CNS, testis, uterus and liver. Quantitative real-time PCR on
wild-type mouse brain regions and peripheral tissues presented as
mean ± standard deviation (SD). High Slc16a14 mRNA expression in
wild-type mouse kidney and moderate levels in the CNS, testis, uterus
and liver, while the levels in other tissues were low

Conclusions
To summarize, we have presented a phylogenetic analysis revealing that Slc16a14 is closely related to Slc16a2,
Slc16a9 and Slc16a10. We have provided a detailed
expression analysis of Slc16a14 expression, finding widespread expression in the mouse brain. Using a verified
antibody, we performed a detailed immunohistochemical analysis of MCT14, establishing its expression in
neurons and epithelial cells. QRT-PCR on a panel of
mouse tissues revealed high Slc16a14 expression in the
kidney and moderate levels in the CNS. Further studies are needed to determine the endogenous substrates

Additional file 1: Figure S1. An analysis pipeline from CellProfiler to
measure the colocalization of MCT14 with NeuN and GAD67. The images
from double immunohistochemistry were split into the separate channels
but analyzed in the same run. The first four modules are input modules,
and the remaining ones are for analysis. First, images were aligned and
corrected for uneven illumination (modules 5-7). MeasureCorrelation
(module 8) gave a general sense of the correlation of the stains in the
respective images. For object-based correlation of staining, criteria for
shape, size and threshold were set in IdentifyPrimaryObjects (module 9).
The segmented objects were then related to each other (module 10).
To find colocalized objects that shared the same center, objects were
shrunk and then expanded to two pixels (modules 11 and 12), after which
these points were related to each other (module 13). The colocalized
objects were classified and filtered for un-colocalized noise. Statistics were
exported to an Excel spreadsheet for further analysis (modules 14-18).
Additional file 2. Experimental procedures.
Additional file 3: Figure S2. Clone map of the expression vector containing the FLAG marker and the full Slc16a14 sequence. Map drawn with
Snapgene (www.snapgene.com).

Authors’ contributions
Study conception and design: SR, RF. Acquisition of data: SR, FL, EL, ME, EP, JÅ,
AR. Analysis and interpretation of data: SR, FL, ME, EL. Drafting of manuscript:
SR, RF. All authors read and approved the final manuscript.
Author details
1
Department of Neuroscience, Functional Pharmacology, Uppsala University, 75124 Uppsala, Sweden. 2 Department of Pharmaceutical Biosciences,
Molecular Neuropharmacology, Uppsala University, 75124 Uppsala, Sweden.
Acknowledgements
We would like to acknowledge Uppsala SciLife Lab BioVis facility for their
assistance in imaging.
Competing interests
The authors declare that they have no competing interests.

Roshanbin et al. BMC Neurosci (2016) 17:43

Availability of data and materials
The datasets supporting the conclusions of this article are included within the
article and its additional files.
Ethics approval and consent to participate
Animal care procedures for this study were approved by the local ethical
committee in Uppsala and followed the guidelines of European Communities
Council Directive (86/609/EEC).
Funding
This study was supported by the Swedish Research Council, The Swedish Brain
Foundation, The Swedish Society for Medical Research, The Novo Nordisk
Foundation, Åhlens Foundation, Engkvist Foundation, Thurings Foundation
for Metabolic Research, Gunvor and Josef Anérs Foundation and Tore Nilssons
Foundation.
Received: 8 October 2015 Accepted: 15 June 2016

References
1. Cesar-Razquin A, Snijder B, Frappier-Brinton T, Isserlin R, Gyimesi G, Bai
X, Reithmeier RA, Hepworth D, Hediger MA, Edwards AM, et al. A call for
systematic research on solute carriers. Cell. 2015;162(3):478–87.
2. He L, Vasiliou K, Nebert DW. Analysis and update of the human solute
carrier (SLC) gene superfamily. Hum Genomics. 2009;3(2):195–206.
3. Hediger MA, Romero MF, Peng JB, Rolfs A, Takanaga H, Bruford EA.
The ABCs of solute carriers: physiological, pathological and therapeutic implications of human membrane transport proteins. Pflug Arch.
2004;447(5):465–8.
4. Hediger MA, Clemencon B, Burrier RE, Bruford EA. The ABCs of membrane
transporters in health and disease (SLC series): introduction. Mol Asp
Med. 2013;34(2–3):95–107.
5. Höglund PJ, Nordström KJ, Schiöth HB, Fredriksson R. The solute carrier
families have a remarkably long evolutionary history with the majority of
the human families present before divergence of Bilaterian species. Mol
Biol Evol. 2011;28(4):1531–41.
6. Halestrap AP, Price NT. The proton-linked monocarboxylate transporter
(MCT) family: structure, function and regulation. Biochem J. 1999;343(Pt
2):281–99.
7. Halestrap AP, Meredith D. The SLC16 gene family-from monocarboxylate
transporters (MCTs) to aromatic amino acid transporters and beyond.
Pflug Arch. 2004;447(5):619–28.
8. Meredith D, Christian HC. The SLC16 monocaboxylate transporter family.
Xenobiotica. 2008;38(7–8):1072–106.
9. Poole RC, Halestrap AP. Transport of lactate and other monocarboxylates
across mammalian plasma membranes. Am J Physiol. 1993;264(4 Pt
1):C761–82.
10. Foltz M, Boll M, Raschka L, Kottra G, Daniel H. A novel bifunctionality: PAT1
and PAT2 mediate electrogenic proton/amino acid and electroneutral
proton/fatty acid symport. FASEB J. 2004;18(14):1758–60.
11. Gopal E, Fei YJ, Sugawara M, Miyauchi S, Zhuang L, Martin P, Smith SB,
Prasad PD, Ganapathy V. Expression of slc5a8 in kidney and its role in
Na(+)-coupled transport of lactate. J Biol Chem. 2004;279(43):44522–32.
12. Srinivas SR, Gopal E, Zhuang L, Itagaki S, Martin PM, Fei YJ, Ganapathy V,
Prasad PD. Cloning and functional identification of slc5a12 as a sodiumcoupled low-affinity transporter for monocarboxylates (SMCT2). Biochem
J. 2005;392(Pt 3):655–64.
13. Halestrap AP. The monocarboxylate transporter family—structure and
functional characterization. IUBMB Life. 2012;64(1):1–9.
14. Halestrap AP. The SLC16 gene family—structure, role and regulation in
health and disease. Mol Asp Med. 2013;34(2–3):337–49.
15. Kim DK, Kanai Y, Chairoungdua A, Matsuo H, Cha SH, Endou H. Expression
cloning of a Na+-independent aromatic amino acid transporter with
structural similarity to H+/monocarboxylate transporters. J Biol Chem.
2001;276(20):17221–8.
16. Friesema EC, Ganguly S, Abdalla A, Manning Fox JE, Halestrap AP, Visser
TJ. Identification of monocarboxylate transporter 8 as a specific thyroid
hormone transporter. J Biol Chem. 2003;278(41):40128–35.

Page 13 of 14

17. Visser WE, Friesema EC, Visser TJ. Minireview: thyroid hormone transporters: the knowns and the unknowns. Mol Endocrinol. 2011;25(1):1–14.
18. Murakami Y, Kohyama N, Kobayashi Y, Ohbayashi M, Ohtani H, Sawada
Y, Yamamoto T. Functional characterization of human monocarboxylate
transporter 6 (SLC16A5). Drug Metab Dispos. 2005;33(12):1845–51.
19. Kolz M, Johnson T, Sanna S, Teumer A, Vitart V, Perola M, Mangino M,
Albrecht E, Wallace C, Farrall M, et al. Meta-analysis of 28,141 individuals
identifies common variants within five new loci that influence uric acid
concentrations. PLoS Genet. 2009;5(6):e1000504.
20. Suhre K, Shin SY, Petersen AK, Mohney RP, Meredith D, Wägele B,
Altmaier E, Deloukas P, Erdmann J, Grundberg E, et al. Human metabolic individuality in biomedical and pharmaceutical research. Nature.
2011;477(7362):54–60.
21. Kirat D, Sallam K, Hayashi H, Miyasho T, Kato S. Presence of ten isoforms of
monocarboxylate transporter (MCT) family in the bovine adrenal gland.
Mol Cell Endocrinol. 2009;298(1–2):89–100.
22. Kirat D, Sallam KI, Kato S. Expression and cellular localization of monocarboxylate transporters (MCT2, MCT7, and MCT8) along the cattle
gastrointestinal tract. Cell Tissue Res. 2013;352(3):585–98.
23. Kirat D, Kato S. Monocarboxylate transporter genes in the mammary
gland of lactating cows. Histochem Cell Biol. 2009;132(4):447–55.
24. Notredame C, Higgins DG, Heringa J. T-coffee: a novel method for fast and
accurate multiple sequence alignment. J Mol Biol. 2000;302(1):205–17.
25. Ronquist F, Teslenko M, van der Mark P, Ayres DL, Darling A, Höhna S,
Larget B, Liu L, Suchard MA, Huelsenbeck JP. MrBayes 3.2: efficient Bayesian phylogenetic inference and model choice across a large model space.
Syst Biol. 2012;61(3):539–42.
26. Huelsenbeck JP, Ronquist F. MRBAYES: Bayesian inference of phylogenetic
trees. Bioinformatics. 2001;17(8):754–5.
27. Ayres DL, Darling A, Zwickl DJ, Beerli P, Holder MT, Lewis PO, Huelsenbeck
JP, Ronquist F, Swofford DL, Cummings MP, et al. BEAGLE: an application
programming interface and high-performance computing library for
statistical phylogenetics. Syst Biol. 2012;61(1):170–3.
28. Stamatakis A. RAxML version 8: a tool for phylogenetic analysis and postanalysis of large phylogenies. Bioinformatics. 2014;30(9):1312–3.
29. Roshanbin S, Hellsten SV, Tafreshiha A, Zhu Y, Raine A, Fredriksson R. PAT4
is abundantly expressed in excitatory and inhibitory neurons as well as
epithelial cells. Brain Res. 2014;1557:12–25.
30. Carpenter AE, Jones TR, Lamprecht MR, Clarke C, Kang IH, Friman O, Guertin DA, Chang JH, Lindquist RA, Moffat J, et al. Cell profiler: image analysis
software for identifying and quantifying cell phenotypes. Genome Biol.
2006;7(10):R100.
31. Vandesompele J, De Preter K, Pattyn F, Poppe B, Van Roy N, De Paepe A,
Speleman F. Accurate normalization of real-time quantitative RT-PCR data
by geometric averaging of multiple internal control genes. Genome Biol.
2002;3(7):1–11.
32. Ceballos A, Belinchon MM, Sanchez-Mendoza E, Grijota-Martinez C,
Dumitrescu AM, Refetoff S, Morte B, Bernal J. Importance of monocarboxylate transporter 8 for the blood–brain barrier-dependent availability
of 3,5,3′-triiodo-l-thyronine. Endocrinology. 2009;150(5):2491–6.
33. Kim DK, Kanai Y, Matsuo H, Kim JY, Chairoungdua A, Kobayashi Y,
Enomoto A, Cha SH, Goya T, Endou H. The human T-type amino acid
transporter-1: characterization, gene organization, and chromosomal
location. Genomics. 2002;79(1):95–103.
34. Friesema EC, Jansen J, Jachtenberg JW, Visser WE, Kester MH, Visser TJ.
Effective cellular uptake and efflux of thyroid hormone by human monocarboxylate transporter 10. Mol Endocrinol. 2008;22(6):1357–69.
35. Stamatakis A. RAxML-VI-HPC: maximum likelihood-based phylogenetic
analyses with thousands of taxa and mixed models. Bioinformatics.
2006;22(21):2688–90.
36. Doyle KP, Cekanaviciute E, Mamer LE, Buckwalter MS. TGFβ signaling
in the brain increases with aging and signals to astrocytes and innate
immune cells in the weeks after stroke. J Neuroinflamm. 2010;7:62.
37. Iwata M, Muneoka KT, Shirayama Y, Yamamoto A, Kawahara R. A study
of a dendritic marker, microtubule-associated protein 2 (MAP-2), in rats
neonatally treated neurosteroids, pregnenolone and dehydroepiandrosterone (DHEA). Neurosci Lett. 2005;386(3):145–9.
38. von Overbeck J, Stähli C, Gudat F, Carmann H, Lautenschlager C, Dürmüller U, Takacs B, Miggiano V, Staehelin T, Heitz PU. Immunohistochemical
characterization of an anti-epithelial monoclonal antibody (mAB lu-5).
Virchows Arch A Pathol Anat Histopathol. 1985;407(1):1–12.

Roshanbin et al. BMC Neurosci (2016) 17:43

39. Reeves SA, Helman LJ, Allison A, Israel MA. Molecular cloning and primary
structure of human glial fibrillary acidic protein. Proc Natl Acad Sci USA.
1989;86(13):5178–82.
40. Wiedenmann B, Franke WW. Identification and localization of synaptophysin, an integral membrane glycoprotein of Mr 38,000 characteristic of
presynaptic vesicles. Cell. 1985;41(3):1017–28.
41. Altschul SF, Madden TL, Schäffer AA, Zhang J, Zhang Z, Miller W, Lipman
DJ. Gapped BLAST and PSI-BLAST: a new generation of protein database
search programs. Nucleic Acids Res. 1997;25(17):3389–402.
42. Altschul SF, Wootton JC, Gertz EM, Agarwala R, Morgulis A, Schäffer AA, Yu
YK. Protein database searches using compositionally adjusted substitution matrices. FEBS J. 2005;272(20):5101–9.
43. Protein Calculator v3.4. http://protcalc.sourceforge.net/. Accessed 28
June 2016.
44. Poole RC, Sansom CE, Halestrap AP. Studies of the membrane topology of the rat erythrocyte H+/lactate cotransporter (MCT1). Biochem J.
1996;320(Pt 3):817–24.
45. Poole RC, Halestrap AP. Interaction of the erythrocyte lactate transporter
(monocarboxylate transporter 1) with an integral 70-kDa membrane glycoprotein of the immunoglobulin superfamily. J Biol Chem.
1997;272(23):14624–8.
46. Lein ES, et al. Genome-wide atlas of gene expression in the adult mouse
brain. Nature. 2007;445:168–76. doi:10.1038/nature05453.
47. Heuer H, Maier MK, Iden S, Mittag J, Friesema EC, Visser TJ, Bauer K. The
monocarboxylate transporter 8 linked to human psychomotor retardation is highly expressed in thyroid hormone-sensitive neuron populations. Endocrinology. 2005;146(4):1701–6.
48. Wirth EK, Roth S, Blechschmidt C, Hölter SM, Becker L, Racz I, Zimmer A,
Klopstock T, Gailus-Durner V, Fuchs H, et al. Neuronal 3′,3,5-triiodothyronine (T3) uptake and behavioral phenotype of mice deficient in Mct8, the
neuronal T3 transporter mutated in Allan–Herndon–Dudley syndrome. J
Neurosci. 2009;29(30):9439–49.

Page 14 of 14

49. Roberts LM, Woodford K, Zhou M, Black DS, Haggerty JE, Tate EH, Grindstaff KK, Mengesha W, Raman C, Zerangue N. Expression of the thyroid
hormone transporters monocarboxylate transporter-8 (SLC16A2) and
organic ion transporter-14 (SLCO1C1) at the blood–brain barrier. Endocrinology. 2008;149(12):6251–61.
50. Müller J, Heuer H. Expression pattern of thyroid hormone transporters in
the postnatal mouse brain. Front Endocrinol. 2014;5:92.
51. Benvenga S, Ruggeri RM, Russo A, Lapa D, Campenni A, Trimarchi F.
Usefulness of l-carnitine, a naturally occurring peripheral antagonist of
thyroid hormone action, in iatrogenic hyperthyroidism: a randomized,
double-blind, placebo-controlled clinical trial. J Clin Endocrinol Metab.
2001;86(8):3579–94.
52. Benvenga S, Amato A, Calvani M, Trimarchi F. Effects of carnitine on
thyroid hormone action. Ann NY Acad Sci. 2004;1033:158–67.
53. Braun D, Kinne A, Bräuer AU, Sapin R, Klein MO, Köhrle J, Wirth EK,
Schweizer U. Developmental and cell type-specific expression of thyroid
hormone transporters in the mouse brain and in primary brain cells. Glia.
2011;59(3):463–71.
54. Campos-Bedolla P, Walter FR, Veszelka S, Deli MA. Role of the blood–brain
barrier in the nutrition of the central nervous system. Arch Med Res.
2014;45(8):610–38.
55. Rebsamen M, Pochini L, Stasyk T, de Araujo ME, Galluccio M, Kandasamy
RK, Snijder B, Fauster A, Rudashevskaya EL, Bruckner M, et al. SLC38A9 is a
component of the lysosomal amino acid sensing machinery that controls
mTORC1. Nature. 2015;519(7544):477–81.
56. Taylor PM. Role of amino acid transporters in amino acid sensing. Am J
Clin Nutr. 2014;99(1):223s–30s.
57. Franklin K, Paxinos G. The mouse brain in stereotaxic coordinates. New
York: Academic Press; 2007.
58. Exon-Intron Graphic Maker. http://www.wormweb.org/exonintron.
Accessed 28 June 2016.

Submit your next manuscript to BioMed Central
and we will help you at every step:
• We accept pre-submission inquiries
• Our selector tool helps you to find the most relevant journal
• We provide round the clock customer support
• Convenient online submission
• Thorough peer review
• Inclusion in PubMed and all major indexing services
• Maximum visibility for your research
Submit your manuscript at
www.biomedcentral.com/submit

