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Hypothalamic overexpression 
of mutant huntingtin causes 
dysregulation of brown adipose 
tissue
Rana Soylu-Kucharz1, Natalie Adlesic1, Barbara Baldo1, Deniz Kirik2 & Åsa Petersén1

Expression of mutant huntingtin (htt) protein has been shown to cause metabolic imbalance in 
animal models of Huntington disease (HD). The pathways involved are not fully understood but 
dysfunction of both the hypothalamus and brown adipose tissue (BAT) has been implicated. Here 
we show that targeted expression of mutant HTT in the hypothalamus leads to loss of the A13 
dopaminergic cell group located in the zona incerta and reduced mRNA expression of neuropeptide 
Y1 receptor in the hypothalamus. Furthermore, this is accompanied by downregulation of uncoupling 
protein 1 expression and PPARγ coactivator-1 alpha in BAT and a rapid body weight gain. Taken 
together, our data might provide a mechanistic link between expression of mutant HTT, reduced 
activity of a hypothalamic dopaminergic pathway and dysfunction of BAT and in part explain the 
development of an obese phenotype in HD mouse models.

The hypothalamus is the master regulator of homeostatic energy metabolism. Previous studies have dis-
sected out pathways within the hypothalamus that may have an important role in the control of body 
weight1–3. While midbrain dopaminergic neurons are known to regulate reward and motivational aspects 
of feeding4,5, reduced dopaminergic tone in their hypothalamic counterparts referred to as the A12 group 
in the arcuate area, the A13 group in the zona incerta and the A14 group in the periventricular area in 
mice has been implicated in the development of obesity6–8. The underlying mechanisms for the dopa-
minergic control of body weight are not known9,10.

The disease-causing form of huntingtin (HTT) is the culprit of the neurodegenerative Huntington 
disease (HD)11. Importantly, metabolic dysfunction and hypothalamic changes have emerged as impor-
tant aspects of non-motor symptoms in HD12,13. Both the mutant and normal forms of HTT have been 
suggested to exert effects on metabolic regulation in vitro and in vivo14. Genetic mouse models of HD 
with ubiquitous expression of mutant HTT display metabolic dysfunction but vary in the phenotype with 
either increased or decreased body weight compared to their wild-type littermates15–21. It is not known 
why there are differences in the metabolic phenotype between the models. We have recently linked hypo-
thalamic overexpression of the mutant HTT protein to dysregulation of body weight. Selective expression 
of the mutant form of HTT in the hypothalamus by using recombinant adeno-associated viral (rAAV) 
vectors led to the development of a severe metabolic phenotype with obesity accompanied by leptin and 
insulin resistance in mice. Moreover, inactivation of mutant HTT in the hypothalamus of a transgenic 
HD mouse prevented the development of the obese metabolic phenotype16. Interestingly, hypoactivity of 
brown adipose tissue (BAT) with down-regulation of peroxisome proliferator-activated receptor gamma 
coactivator 1-alpha (PGC1-α ) as well as uncoupling protein 1 (UCP1), have been found in mouse mod-
els of HD22–28. These alterations of key regulators of adaptive thermogenesis were found in mouse models 
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with ubiquitous expression of mutant HTT, and were linked to metabolic defects21. Yet, the key pathways 
that mediate the metabolic effects of HTT have not been identified.

Recently, a novel signaling pathway regulated by neuropeptide Y (NPY), a well-known inducer of 
feeding was proposed. It was demonstrated that NPY from the arcuate nucleus negatively acts on the 
tyrosine hydroxylase (TH)-expressing population in the A13 area, which in turn regulates BAT23. In the 
study by Shi et al. the upregulation of NPY led to reduced energy metabolism and obesity via reduced TH 
expression in the hypothalamus and decreased levels of UCP123. Based on the neurotoxicity of mutant 
HTT, we hypothesized that the protein would directly act on the hypothalamic dopaminergic population 
and thereby lead to obesity via hypofunction of BAT. In this study, we therefore investigated how this 
metabolic circuitry was affected by targeted expression of HTT in the hypothalamus.

Results and Discussion
Expression of mutant HTT reduces the number of TH-expressing neurons in the A13 zona 
incerta area of the hypothalamus. First, we performed immunohistochemistry for TH to investi-
gate whether selective expression of mutant HTT in the hypothalamus has an effect on the A13 group in 
the zona incerta (Fig. 1A–F). For this purpose, we used brain tissue from wild-type mice that were ste-
reotactically injected with rAAV serotype 5 (rAAV5) vectors expressing the first 853 amino acids of HTT 
with 79Q (rAAV5-HTT853-79Q; disease causing mutant HTT) or 18Q (rAAV5-HTT853-18Q; wild-type 
variant) into the hypothalamus. We have previously shown that expression of 79Q in the hypothalamus 
led to rapid development of a severe metabolic phenotype16. Stereological estimates of the total number 
of A13 dopaminergic neurons present on the viral vector injected side revealed a significant loss in the 
79Q group already 6 weeks post-injection compared to the uninjected side. Moreover, this loss in 79Q 
group coincided with weight gain onset, as compared to the 18Q animals16. Loss of TH positive (TH+ ) 
neurons in the A13 area of 79Q animals was estimated to be 37 ±  9%, 43 ±  11% and 55 ±  13% (at 6, 
12 and 18 weeks post-injection, respectively) as compared to the uninjected side. Notably, this effect 
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Figure 1. Early loss of A13 TH-immunopositive cells in the mutant HTT-expressing hypothalamus. 
(A–F) Representative images of TH immunohistochemistry showing the population of A13 TH+  cells 
in the hypothalamus after unilateral injections of either rAAV5-HTT853-18Q or rAAV5-HTT853-79Q 
at 6 weeks (A,B); 12 weeks (C,D) and 18 weeks post-injection (E,F). (G) Stereological estimation of the 
number of analysis of TH+  cells in the A13 area at 6; 12; and 18 weeks post-injection. Data is presented 
as a percentage of A13 TH+  neurons in relation to the uninjected side (n =  4–6 animals/group, *p <  0.05, 
unpaired t-test). 3V =  3rd ventricle. Scale bar in all panels =  200 μ m.
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appeared to be specific to the mutant protein as no such reduction in TH+  numbers was present in the 
18Q group (Fig.  1G). Hence, the TH+  population in the A13 area of the hypothalamus was severely 
affected by expression of mutant HTT.

Targeting of the A12, A13 and A14 groups and effects of long term transgene expression after 
injections of rAAV5 vectors into the hypothalamus. Next, we wanted to confirm that the A12, 
A13 and A14 cell groups were all transfected by the rAAV5 vectors and investigate whether there was a 
selective sensitivity of the A13 group to expression of mutant HTT. As wild-type HTT has been shown to 
have metabolic effects20,29, we were also interested in studying the long-term consequences of wild-type 
HTT expression in the hypothalamus. To control for aberrant protein overexpression, we included a 
group injected with a vector encoding the green fluorescent protein (GFP) that also served as an extra 
control group. The animals were kept up to 12 months post-injection, and the pattern of expression was 
analyzed using confocal microscopy. The fluorescence imaging of the GFP expressing brain sections 
showed that all three dopaminergic cell populations in the hypothalamus were transfected (Fig. 2A–C).

Stereological analyses of the numbers of TH+  neurons in the A12-A14 groups confirmed that the 
A13 group was selectively affected by the expression of mutant HTT (Fig.  2D–J). The A12 and A14 
groups remained unaffected despite the long-term follow-up and persistence of transgene expression 
(Fig. 2I,J). This data shows that the A13 TH population is highly vulnerable to overexpression of mutant 
HTT, a property not shared by the two other neighboring dopaminergic cell populations. Interestingly, 
at 12 months post-injection there was a measureable effect of wild-type HTT overexpression on the A13 
cell group (Fig. 2H). The vulnerability of the A13 group to HTT overexpression mirrored the sensitivity 
of the orexin population, known to be affected in the HD hypothalamus12,16,30 (Fig. 3A–C,J).

The underlying mechanism of selective vulnerability of specific neuronal populations in HD, as well 
as in other neurodegenerative disorders, is not fully understood. The concept of this limited vulnera-
bility is changing however, as more studies demonstrate pathology in other brain regions than those 
initially thought to be solely affected. Hypothalamic dopaminergic neurons are resistant to exposure of 
the neurotoxin 6-hydroxydopamine that causes massive loss of dopaminergic neurons in the substantia 
nigra in rats31. Another study demonstrated that systemic exposure to the neurotoxin MPTP causes 
dose-dependent loss of TH-immunoreactivity in the A13 area, similar to that in the substantia nigra 
and ventral tegmental area in mice32. Effects on A12 and A14 were not investigated in that study. In 
Parkinson disease, biochemical and neuroimaging studies have indicated dopaminergic dysfunction in 
the hypothalamic region, but these experimental approaches do not distinguish between different dopa-
minergic populations in the hypothalamus33–35. In the present study, we show that A13 dopaminergic 
neurons are selectively sensitive to the expression of mutant HTT compared to A12 and A14 neurons. 
These data underlie the necessity to examine postmortem material in HD patients.

Long-term metabolic consequences of hypothalamic overexpression of wild-type HTT. In 
our previous study we did not see any effect of hypothalamic overexpression of a wild-type HTT frag-
ment on metabolic parameters in mice followed up to 18 weeks post-injection16. In the present study, 
however there was a delayed but persistent body weight increase in the 18Q group that resulted in a 
similar body weight gain as in 79Q with increased body fat by 12 months of age (Fig.  3K,L). As mice 
from both groups display orexin and TH A13 loss, although to a different degree, it is possible that 
dysfunction of these two neuronal populations is involved in the long-term effects exerted by the HTT 
protein on metabolic control. Importantly, mice with 79Q displayed a significantly different trajectory of 
the body weight gain than mice with 18Q (Fig. 3K). There are several potential factors that could explain 
this difference.

First, the metabolic phenotypes of the two groups were not the same. The insulin levels were signifi-
cantly increased in the 79Q group compared to the 18Q group at 12 months despite that levels of leptin 
and insulin growth factor 1 (IGF-1) were comparable (Fig. 3M–O). The faster body weight gain in the 
79Q group could contribute to this phenomenon. It is also possible that the presence of HTT inclusions 
and/or the mutant HTT protein negatively interacts with downstream factors in the insulin signaling 
pathway in the hypothalamus, contributing to the increased levels of insulin. Both the Akt signaling and 
NF-kappaB signaling pathways, important mediators of insulin action in the CNS36, are downregulated 
in experimental models of HD and tissue from HD patients37–39. However, whether these pathways are 
affected in the HD hypothalamus, is as yet unknown.

Second, another important difference between the two groups is that overexpression of mutant HTT 
in the hypothalamus induced formation of a large number of intracellular inclusions immunopositive 
not only for HTT but also for ubiquitin (Fig. 3D–I), a hallmark of HD pathology40. No inclusions immu-
nopositive for HTT or ubiquitin were found in the 18Q group. Notably, as intracellular inclusions in this 
model are present already at 6 weeks16 and remain in the hypothalamus at 12 months post-injection when 
the neurodegenerative process has taken place, it is plausible that dysfunction of inclusion-containing 
neurons also contribute to the rate and extent of the hypothalamic dysfunction-induced body weight 
gain. This is supported by the fact that formation of ubiquitin-positive aggregates in the hypothalamus 
has been associated with the development of an obese phenotype in mice transgenic for E4B, an ubiq-
uitin chain elongation factor41.
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Another interesting point is that the body weight in the 79Q group was significantly lower 12 months 
post-injection compared to the weight 6 months post-injection (Fig.  3K). Although these mice were 
not followed longer than 12 months, one may speculate that the weight loss would continue, eventually 
mirroring the clinical situation at end-stage42,43.

Targeted overexpression of mutant HTT in the hypothalamus leads to dysregulation of the 
NPY-responsive circuitry to brown adipose tissue. Given that NPY from the arcuate nucleus 

A13

rA
A

V
5-

G
F

P

TH MERGE

GFP

A14

T
H

+
 c

el
ls

 (
x1

00
0)

0

2

4

6

8

12 months

J. A12 TH+ cells

T
H

+
 c

el
ls

 (
x1

00
0)

I. A14 TH+ cells

0

1

2

3

4

5

12 months

T
H

+
 c

el
ls

 (
x1

00
0)

H. A13 TH+ cells

0

1

2

3

4

5

12 months

*

*
Uninjected rAAV5-GFP

rAAV5-HTT853-79QrAAV5-HTT853-18Q

rAAV5-HTT853-18Q
rAAV5-HTT853-79Q

Uninjected
rAAV5-GFP

A13

A14

A12

3V
M

FB

GF

D E

CBA A12

Figure 2. Targeting of different TH cell populations and stereological assessment of dopaminergic cells 
in the hypothalamus at 12 months post-injection. (A–C) The orthogonal projections of Z-stack image 
series show the co-localization of TH+  cells (red) with GFP transgene (green) in the A13, A14 and A12 
hypothalamic regions of animals injected with rAAV5-GFP vector. (D–G) Photomicrographs representing 
the A13, A12, and A14 TH+  cell populations in the hypothalamus at the 12 month time-point. (H–J) 
Stereological estimation of the number of A13, A14 and A12 TH+  cells in the hypothalamus (n =  7–11/
group, *p <  0.05, one-way ANOVA followed by Tukey’s posthoc test). Data is presented as mean ±  SEM. 
3V =  3rd ventricle; MFB =  medial forebrain bundle. Scale bar in A–C =  20 μ m; D–G =  200 μ m.
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Figure 3. The hallmarks of brain and systemic metabolic changes in mice selectively expressing the 
79Q and the 18Q HTT variants in the hypothalamus. (A–C) Representative photomicrographs of 
hypothalami sections processed for orexin immunohistochemistry from mice 12 months post-injection. 
(D) Representative images from GFP immunohistochemistry showing the coverage of transgene expression 
in the hypothalamus. (E,F) Anti-huntingtin immunohistochemistry (sc87-67) demonstrating diffuse 
cytoplasmic staining in the 18Q group in contrast to the HTT inclusion formation in the 79Q group.  
(G,H) Anti-ubiquitin immunohistochemistry demonstrating absence of inclusion formation in GFP and  
18Q group; and widespread ubiquitin positive inclusion formation in the 79Q group at 12 months (I).  
(J) Stereological assessment of the number of orexin+  cells at 12 months post-injection in the hypothalamus 
(n =  7–11/group). (K) Distinct changes in body weight over time monitored up to 12 months post-injection 
in animals expressing different HTT variants compared to controls (n =  20/group until 6 months, then 
n =  13–20/group). (L) Assessment with DEXA scan to show differences in percentage total body fat content 
between groups at 12 months (n =  10–19/group). (M–O) Evaluation of leptin, insulin and IGF-1 blood 
serum levels (n =  9–10/group). *p <  0.05 one- or two-way ANOVA followed by Tukey’s posthoc test. Data 
represented as mean ±  SEM. Scale bar =  200 μ m in (A–I) and 20 μ m in high magnification images.



www.nature.com/scientificreports/

6Scientific RepoRts | 5:14598 | DOi: 10.1038/srep14598

negatively regulates TH expression via, as proposed previously, Y1 receptors expressed on the TH+  neu-
rons in the A13 cell population23,44 we investigated if the effects mediated by mutant HTT included alter-
ations in Y1 receptor mRNA levels. We found that in 79Q group the mRNA levels of both Y1 receptor 
and TH were significantly downregulated compared to the 18Q group (Y1: ~22% loss; TH: ~24% loss) 
and an uninjected control group (Y1: ~27% loss; TH: ~32% loss) (Fig. 4A). qRT-PCR analysis confirmed 
similar mRNA levels of HTT expression in the 79Q and 18Q groups (Fig. 4B).

Reduction of TH in the A13 hypothalamic population has been proposed to lead to reduced activity 
of BAT with down-regulation of UCP1, the key regulator of adaptive thermogenesis present in BAT 
mitochondria23,45. In addition to that, orexin has recently been found to regulate metabolism via effects 
on BAT differentiation and thermogenesis, and mice with orexin loss develop obesity by BAT hypo-
activity46–48. Here, we show on Oil Red O staining that the BAT in the 79Q group displayed marked 
accumulation of lipid droplets and less cellular nuclei, both indicative of BAT hypofunction (Fig. 4C–E). 
qRT-PCR analysis of BAT confirmed a significant reduction in UCP1 levels by ~50% in the 79Q group 
compared to both the 18Q group and uninjected mice (Fig. 4F). Furthermore, the expression levels of 
PGC1-α , a transcriptional co-activator important for BAT thermogenesis49, were significantly reduced in 
the 79Q group compared to both the 18Q and the uninjected control group (~63%; ~47%, respectively; 
Fig. 4F). Interestingly, downregulation of PGC1-α  in BAT has been found also in other mouse models of 
HD with ubiquitous expression of mutant HTT, where it has been linked to metabolic defects21. The level 
of insulin-sensitive glucose transporter GLUT450 gene expression was also reduced in the 79Q group 
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Figure 4. Gene expression changes in the metabolism-regulating dopaminergic circuitry to brown 
adipose tissue induced by mutant HTT expression in the hypothalamus. (A) mRNA levels of Y1, TH 
and NPY in the hypothalamus at 8 weeks post-injection (n =  7/group, *p <  0.05, one-way ANOVA followed 
by Tukey’s post-hoc test). Data was normalized to mRNA of actb and gapdh house keeping genes and 
presented as a fold change in relation to uninjected animals. (B) Similar mRNA levels of HTT853-18Q 
and HTT853-79Q after the injections of the viral vectors in the hypothalamus. The data is presented as 
fold change of HTT853-18Q (n =  5–7/group, ns, unpaired t-test). (C–E) Qualitative analysis of BAT at 18 
weeks post-injection. The Oil Red O staining shows the increased prevalence of intracellular lipid droplets 
(red) and reduced number of nuclei (blue) in rAAV5-HTT853-79Q group compared to uninjected and 
rAAV5-HTT853-18Q animals. (F) Assessment of mRNA level changes in BAT in animals injected in the 
hypothalamus with either rAAV5-HTT853-18Q or rAAV5-HTT853-79Q. Data is presented as mean ±  SEM 
of fold change in relation to uninjected animals after normalization to mRNA levels of actb and rlp13a 
housekeeping genes (n =  6/group, *p <  0.05, Kruskal-Wallis test followed by Dunn’s multiple comparison 
test). 3V =  3rd ventricle. Scale bar =  50 μ m in all panels.
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compared to the other groups. However, mRNA levels for PPARγ , that is required for adipogenesis, 
and ADRB3, known to regulate lipolysis and thermogenesis, were not affected51–53. Taken together, the 
data from the BAT analyses confirm that the activity of this tissue is affected in the predicted fashion 
based on the disruption of the TH-signaling pathway in the hypothalamus, here induced by expression 
of mutant HTT.

Conclusions
We have previously shown that overexpression of the disease causing protein HTT selectively in the 
hypothalamus is sufficient to induce a rapid development of a severe metabolic phenotype with leptin 
and insulin resistance16. Here we provide further insight, showing that selective hypothalamic overex-
pression of mutant HTT directly leads to a reduction of the TH A13 group in the zona incerta with 
downstream negative effects on BAT (Fig. 5). Hence, targeted expression of mutant HTT in the hypo-
thalamus is sufficient to cause dysregulation of BAT function, previously shown to be present in mouse 
models with ubiquitous expression of the mutant protein21.

Moreover, we found that the metabolic changes are associated with increased leptin and insulin levels, 
which then negatively regulate NPY in the hypothalamus (Fig. 4A). Hence, although the circuitry from 
the periphery to the hypothalamus appears to be intact, it fails to modulate the body weight, presumably 
due to the effects of expression of mutant HTT directly in the A13 TH neurons. Furthermore, as this 
occurs in the absence of an upregulation of NPY, previously suggested to initiate this pathway in the 
development of obesity23, our results indicate that direct effects on the TH A13 population are sufficient 
to derail this metabolic circuitry.

The metabolic dysregulation in our model is also associated with loss of orexin, important for BAT 
function. Interestingly, although mutant HTT exerts rapid and strong effects on the metabolic system, 
the wild-type form appears to mimic the same function over time. Taken together, our data indicate that 
HTT regulates critical metabolic pathways from the TH A13 area and the orexin system in the hypothal-
amus to BAT in the periphery (Fig. 5).

Material and Methods
Animals. The experimental procedures performed on mice were carried out in accordance with the 
approved guidelines in the ethical permit approved by the Lund University Animal Welfare and Ethics 
committee in the Lund-Malmö region (ethical permit numbers M20-11 and M65-13). The experiments 
were carried out on female mice of the FVB/N strain (The Jackson Laboratories). The animals were kept 
at 12 hours night and day cycle with free access to water and normal chow diet.
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Figure 5. A proposed model of the effect of mutant HTT expression in the hypothalamus on the 
metabolic circuitry to BAT. BAT: brown adipose tissue; HTT: huntingtin; NPY: neuropeptide Y; PGC1-α : 
peroxisome proliferator-activated receptor gamma coactivator 1-alpha; TH: tyrosine hydroxylase; UCP1: 
uncoupling protein 1; WAT: white adipose tissue, Y1R: neuropeptide Y receptor Y1.
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Adeno-associated viral vectors. In order to investigate the effect of huntingtin (HTT) expres-
sion on the hypothalamic dopaminergic circuitry we performed stereotactic injections of recombinant 
adeno-associated viral (rAAV) vectors expressing either a mutant or a wild-type HTT variant into the 
hypothalamus of mice. The viral vectors were pseudotyped rAAV2/5 vectors, where the transgene of 
interest was flanked by inverted terminal repeats of the AAV2 packaged in an AAV5 capsid (referred 
to as rAAV5 elsewhere). Each HTT insert contained the N-terminal fragment of the human HTT gene 
of 853 amino acids length (obtained from Dr Nicole Deglon54), expressed under the human Synapsin-1 
(Syn-1) promoter. The wild-type variant of HTT contained 18 CAG repeats (HTT853-18Q), whereas 
the mutant form contained 79 CAG repeats (HTT853-79Q). Both HTT inserts and the GFP cDNA were 
used to generate viral vector constructs with a woodchuck hepatitis virus post-transcriptional regulatory 
element (WPRE) attached downstream to the respective transgene. This was followed by an early SV40 
poly-A and flanked by two AAV2 ITRs sequences. The whole construct was packaged into a rAAV5 
capsid. The rAAV vectors were obtained with a double-transfection method utilizing the helper plasmid 
encoding essential adenoviral packaging genes, as described before55. rAAV5 vectors expressing green 
fluorescent protein (GFP) under the Syn-1 promoter were used to illustrate transduction efficiencies.

Viral vector injections. Mice of 2 months of age and weighing 20–26 g were injected in the hypo-
thalamus either unilaterally or bilaterally with 0.5 μ l/side of rAAV5-HTT853-79Q, rAAV5-HTT853-18Q 
or rAAV5-GFP. First mice under 2% isoflurane in oxygen/nitrous oxide (3:7) anesthesia were transferred 
onto a stereotactic instrument. The stereotaxic coordinates for the hypothalamic region were determined 
according to the 3rd edition Franklin and Paxinos brain atlas, and were 0.6 mm posterior and 0.6 mm 
lateral to the bregma56. Then the skull of the animal was thinned with dental drill at the chosen location 
and the thin bone flap was carefully removed leaving the dura intact. A pulled glass capillary (outer 
tip diameter ≈80 μ m) attached to a 5 μ l Hamilton syringe (Nevada, USA) was used to inject the total 
volume of 0.5 μ l of viral vectors at the depth of 5.2 mm ventral to the dura mater. The viral vectors were 
delivered with 0.05 μ l injections in 15 s intervals, subsequently to an initial injection of 0.1 μ l of viral 
vector solution. Following the injection, the glass capillary was left in the target for additional 5 minutes 
to allow absorbance of the virus by the tissue. The vector concentrations were: rAAV5-HTT853-79Q; 
1.6-2.14E × 14 genome copies (GC)/ml; rAAV5-HTT853-18Q; 1.4-2.1E × 14 GC/ml and rAAV5-GFP; 
5.7Ex13 GC/ml.

The experimental timeline. The long-term study of HTT-induced brain changes was performed 
on mice injected either with rAAV5-853HTT-18Q or rAAV5-853HTT-79Q variants at 2 months of age. 
The body weight of all animals was measured every two weeks until 12-months post-injection, when the 
mice were sacrificed for analysis of insulin, leptin, IGF-1 levels, and stereological assessment of TH and 
orexin positive cells. The control groups constituted of non-injected and rAAV5-GFP-injected animals 
(4 groups in total, n =  20 per group). The gene expression analysis of hypothalami from mice 8 weeks 
post-injection was performed on tissue isolated previously57. The analysis of changes in brown adipose 
tissue (BAT) was performed at 18 weeks post-injection and the assessment of TH+  cells at 6, 12 and 18 
weeks post-injection in tissue isolated previously16.

Immunohistochemistry. For the immunohistochemical analysis of brain tissue, the sodium 
pentobarbital-anesthetized mice were first perfused transcardially with saline and subsequently with 
pre-cooled 4% paraformaldehyde (PFA) at 10 ml/min rate for 10 minutes. The dissected brains were 
placed in 4% PFA solution at 4 °C for 24 hours, then transferred to 25% sucrose solution 4 °C for 
~24 hours. From each collected brain, a series of 30 μ m thick coronal sections were cut using a Microm 
HM450 microtome (Thermo Scientific). The sections were stored at − 20 °C in an antifreeze solution 
(30% glycerol, 30% ethylene glycol solution in PBS) until further processing.

For the immunohistochemistry, free-floating brain sections were rinsed 3 times for 10 minutes with 
0.05 M Tris-buffered saline (TBS) to remove the antifreeze solution. Following that, a quenching reaction 
was performed in TBS containing 3% H2O2 and 10% Methanol. The sections were pre-incubated for 
1 hour at the room temperature (RT) with blocking solutions containing 5% normal goat serum and 
0.25% triton-X in TBS (TBS-T). Next, the sections were left overnight at RT in primary antibody solu-
tion in TBS-T containing 5% normal goat serum. The primary antibodies dilutions were: anti-tyrosine 
hydroxylase (1:2000; rabbit; Pel-Freez), anti-huntingtin (sc-8767; 1:500; goat; Santa Cruz), anti-ubiquitin 
(1:2000; rabbit; Dako), anti-GFP (ab290; 1:30000; rabbit; Abcam), anti-orexin (1:4000; rabbit; Phoenix 
Pharmaceuticals). Following the primary antibody incubation, the brain sections were rinsed 3 times for 
10 minutes in TBS-T and left for 1 hour in 1% bovine serum albumin (BSA) TBS-T containing secondary 
biotinylated antibodies (1: 200; Vector Laboratories Inc.). Next, the sections were washed with TBS-T 
and incubated with an avidin-biotin-peroxidase complex solution for 1 h, then rinsed with TBS-T and 
the staining was visualized using 3,3′ -diaminobenzidine (DAB) and 0.01% H2O2 according to manufac-
turers instructions. Lastly, sections were mounted on chromatin-gelatin coated glass slides, dried over-
night at RT at room temperature, dehydrated in increasing alcohol solutions (70%, 95%, 100%), cleared 
in xylene and secured for imaging with glass coverslips using Depex mounting medium (Sigma-Aldrich).
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Stereological analysis. Unbiased stereological quantification principles were implemented to esti-
mate the numbers of TH+  cells in the A12, A13 and A14 areas as well as the numbers of orexin positive 
cells in the hypothalamus by using the optical dissector method58. The region of interest was first delin-
eated under the 4X objective and the counting was performed using a 60X Plan-Apochromat 1.4 N.A. 
oil immersion objective using Nikon Eclipse 80i upright microscope equipped with an X–Y motorized 
stage (Märzhauser, Wetzlar, Germany); a Z-axis motor with a high precision linear encoder (Heidenhain, 
Traunreut, Germany). The procedure was carried out with a random start systematic sampling routine 
(NewCast Module; VIS software; Visiopharm A/S, Horsholm, Denmark). A PC computer controlled all 
three axes and the input from the digital camera. In order to minimize the coefficient of error, the sam-
pling interval was adjusted to count at least 100 cells for each analyzed hypothalamus.

Confocal imaging. For the confocal imaging, free-floating brain sections were incubated for 10 min in 
TBS with 0.05% Triton-X-100 containing 5% normal serum matched to corresponding secondary antibody. 
Following that, the sections were incubated overnight at RT in 1% BSA in TBS with 0.05% Triton-X-100 
solution containing primary antibodies. The primary antibody dilutions were: anti-tyrosine hydroxylase 
(ab1542, 1:500; sheep; Chemicon) and anti-GFP (ab13970; 1:10000; chicken; Abcam). Following the 
rinsing in TBS-T, the sections were incubated with DyLight 488 (1:200; donkey anti-chicken, Jackson 
ImmunoResearch) and Cy5 (1:200; donkey anti-sheep; Jackson ImmunoResearch) secondary antibodies 
diluted in TBS-T at RT for 1 hour. Lastly, the sections were mounted on gelatatin-coated slides after 
rinsing three times for 10 minutes with TBS-T and secured with coverslips using anti-fading polyvinyl 
alcohol mounting medium for immunofluorescence imaging (PVA-DABCO, Sigma-Aldrich).

To analyze the transgene expression in TH cells we employed confocal microscopy. The imaging 
was carried out with Nikon Eclipse Ti-E inverted laser scanning microscope (Nikon, Instruments Inc., 
Melville, NY) using 488 and 647 nm Sapphire laser lines for excitation of DyLight 488 and Cy5, respec-
tively. The images were collected as Z-stacks using Plan Apochromat 63x N.A. 1.40 oil immersion 
objective (Nikon). The data was acquired in single channel mode using Nikon EZ-C1 imaging software  
(v. 3.90), then imported to ImageJ (v. 1.48u4; NIH) and presented as orthogonal projection images.

BAT staining. For the BAT fat staining, the material was collected from the interscapular area, and 
the tissue was cut into 7 μ m sections at − 20 °C with a Microm HM650 microtome (Thermo Scientific). 
The freshly cut sections from BAT of uninjected, rAAV5-853HTT-18Q and rAAV5-853HTT-79Q mice 
were stained using Oil Red O Stain Kit for fat (Nordic Biosite) according to manufacturers instructions.

Metabolic tests. The body weight was followed with bimonthly measurements for 12 months 
post-injection. The body fat content was determined at 12 months of age using Lunar PIXImus2 dual 
energy x-ray absorptiometry (DEXA) scanner (Lunar Corporation, USA). A blood sample was collected 
from the heart left ventricle of animal anesthetized with pentobarbital and the serum was isolated for 
the assessment of leptin, insulin and IGF-1 levels. The collected blood was kept at room temperature for 
30 minutes to clot and the tubes were centrifuged at 2500 ×  g for 15 minutes for the separation of serum. 
The collected serum (supernatant) was stored at − 80 °C in aliquots until further use. Blood serum sys-
temic levels of leptin, insulin and IGF-1 were determined with ELISA (Millipore, Crystal Chem Inc. and 
Demeditec, respectively) according to the manufacturer’s instructions.

Gene expression analysis. Gene expression analysis was performed on the hypothalamic and BAT 
tissue harvested promptly after decapitation. Tissue dissection was carried on ice to minimize the RNA 
degradation. The collected samples were snap frozen in liquid nitrogen and kept at − 80 °C for fur-
ther processing. RNA was isolated using the RNeasy Lipid Tissue Kit (Qiagen) and the reverse tran-
scriptase reaction was performed on 1 μ g of sample RNA with SuperScript III Reverse Transcriptase 
kit (Invitrogen) according to the manufacturers instructions. The gene expression levels were assessed 
with SYBR Green-based assay (SYBR Green I Master, Roche) with a two-step cycling protocol using 
LightCycler 480 (Roche). The comparative Δ Ct method (Δ Δ CT method) was employed to ana-
lyze the alterations in gene expression changes relative to glyceraldehyde 3-phosphate dehydrogenase 
(GAPDH) and β -actin housekeeping genes. The primer sequences are as follows; Y1: Forward-5′ - 
GGCGTTCAAGGACAAGTAT-3′ , Reverse-5′ -GGAGGAGAGTCGTGTAAGA-3′ ; TH: Forward -5′ -TT 
CTCAACCTGCTCTTCT-3′ , Reverse -5′ -TGGCTTCAAATGTCTCAAA-3′ ; UCP1: Forward -5′ -GG 
TCGTGAAGGTCAGAAT-3′ , Reverse -5′ -AGAGTTATAGCCACCACAG-3′ ; GLUT4: Forward -5′ -AGT 
ATGTTGCGGATGCTA-3′ , Reverse -5′ -TTCTTCATCTTCACCTTCCTA-3′ ; PGC-1α : Forward -5′ -AAC 
AATAACAACAACAACCATAC-3′ , Reverse -5′ -CTGAAGAGGCAAGAGACA-3′ ; PPARγ : Forward 
-5′ -GCATCAGGCTTCCACTAT-3′ , Reverse -5′ -GAAGAACCATCCGATTGAAG-3; ADRB3: Forward -5′ - 
CTCCTCACTATGGCTCTC-3′ , Reverse -5′ -ACAGTTAGGACTTCAAGGT-3; β -actin: For ward 
-5′ -GCTGTGCTATGTTGCTCTA-3′ , Reverse -5′ -TCGTTGCCAATAGTGATGA-3′ ; GAPDH: Forward -5′ - 
AACCTGCCAAGTATGATGA-3′ , Reverse -5′ -GGAGTTGCTGTTGAAGTC-3′ ; NPY: Forward 
-5′ -CGACACTACATCAATCTCATCA-3′ , Reverse -5′ -TCTGTGCTTTCCTTCATTAAGAG-3′ ; HTT: 
Forward -5′ -AGTCAGATGTCAGGATGG-3′ , Reverse -5′ -CTGTAACCTTGGAAGATTAGAA-3′ 
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Statistical analysis. To determine the statistically significant differences (p <  0.05) the data was 
tested for normal distribution using a Kolmogorov–Smirnov test and subsequently with Kruskal–
Wallis followed by Dunn’s multiple-comparison test; or one- or two-way ANOVA followed by Tukey’s 
multiple-comparison test; or unpaired t-test using Prism 6 software (GraphPad). The type of test used for 
each respective experiment is stated in results section and presented in supplemental statistical results. 
Data are presented as mean ±  SEM.

References
1. Coll, A. P. & Yeo, G. S. The hypothalamus and metabolism: integrating signals to control energy and glucose homeostasis. Curr 

Opin Pharmacol 13, 970–976, doi: 10.1016/j.coph.2013.09.010 (2013).
2. Sanchez-Lasheras, C., Konner, A. C. & Bruning, J. C. Integrative neurobiology of energy homeostasis-neurocircuits, signals and 

mediators. Front Neuroendocrinol 31, 4–15, doi: 10.1016/j.yfrne.2009.08.002 (2010).
3. Morton, G. J., Meek, T. H. & Schwartz, M. W. Neurobiology of food intake in health and disease. Nat Rev Neurosci 15, 367–378, 

doi: 10.1038/nrn3745 (2014).
4. Palmiter, R. D. Is dopamine a physiologically relevant mediator of feeding behavior? Trends Neurosci 30, 375–381, doi: 10.1016/j.

tins.2007.06.004 (2007).
5. Volkow, N. D., Wang, G. J. & Baler, R. D. Reward, dopamine and the control of food intake: implications for obesity. Trends Cogn 

Sci 15, 37–46, doi: 10.1016/j.tics.2010.11.001 (2011).
6. Dahlstroem, A. & Fuxe, K. Evidence for the Existence of Monoamine-Containing Neurons in the Central Nervous System. I. 

Demonstration of Monoamines in the Cell Bodies of Brain Stem Neurons. Acta Physiol Scand Suppl, SUPPL 232: 231–255 (1964).
7. Baker, H., Joh, T. H. & Reis, D. J. Time of appearance during development of differences in nigrostriatal tyrosine hydroxylase 

activity in two inbred mouse strains. Brain Res 256, 157–165 (1982).
8. Lookingland, K. J. & Moore, K. E. Functional neuroanatomy of hypothalamic dopaminergic neuroendocrine systems. Handbook 

of Chemical Neuroanatomy Vol. 20, Chapter 8: 433–521 (2005).
9. Bina, K. G. & Cincotta, A. H. Dopaminergic agonists normalize elevated hypothalamic neuropeptide Y and corticotropin-

releasing hormone, body weight gain, and hyperglycemia in ob/ob mice. Neuroendocrinology 71, 68–78, doi: 54522 (2000).
10. Pijl, H. Reduced dopaminergic tone in hypothalamic neural circuits: expression of a “thrifty” genotype underlying the metabolic 

syndrome? Eur J Pharmacol 480, 125–131 (2003).
11. HDCRG. A novel gene containing a trinucleotide repeat that is expanded and unstable on Huntington’s disease chromosomes. 

The Huntington’s Disease Collaborative Research Group. Cell 72, 971–983 (1993).
12. Gabery, S. et al. Changes in key hypothalamic neuropeptide populations in Huntington disease revealed by neuropathological 

analyses. Acta Neuropathol 120, 777–788, doi: 10.1007/s00401-010-0742-6 (2010).
13. Politis, M. et al. Hypothalamic involvement in Huntington’s disease: an in vivo PET study. Brain 131, 2860–2869, doi: 10.1093/

brain/awn244 (2008).
14. Mochel, F. & Haller, R. G. Energy deficit in Huntington disease: why it matters. J Clin Invest 121, 493–499, doi: 10.1172/JCI45691 

(2011).
15. Bjorkqvist, M. et al. Progressive alterations in the hypothalamic-pituitary-adrenal axis in the R6/2 transgenic mouse model of 

Huntington’s disease. Hum Mol Genet 15, 1713–1721, doi: 10.1093/hmg/ddl094 (2006).
16. Hult, S. et al. Mutant huntingtin causes metabolic imbalance by disruption of hypothalamic neurocircuits. Cell Metab 13, 

428–439, doi: 10.1016/j.cmet.2011.02.013 (2011).
17. Li, S. H. et al. Lack of huntingtin-associated protein-1 causes neuronal death resembling hypothalamic degeneration in 

Huntington’s disease. J Neurosci 23, 6956–6964 (2003).
18. Mangiarini, L. et al. Exon 1 of the HD gene with an expanded CAG repeat is sufficient to cause a progressive neurological 

phenotype in transgenic mice. Cell 87, 493–506 (1996).
19. Phan, J., Hickey, M. A., Zhang, P., Chesselet, M. F. & Reue, K. Adipose tissue dysfunction tracks disease progression in two 

Huntington’s disease mouse models. Hum Mol Genet 18, 1006–1016, doi: 10.1093/hmg/ddn428 (2009).
20. Van Raamsdonk, J. M. et al. Body weight is modulated by levels of full-length huntingtin. Hum Mol Genet 15, 1513–1523, doi: 

10.1093/hmg/ddl072 (2006).
21. Weydt, P. et al. Thermoregulatory and metabolic defects in Huntington’s disease transgenic mice implicate PGC-1alpha in 

Huntington’s disease neurodegeneration. Cell Metab 4, 349–362, doi: 10.1016/j.cmet.2006.10.004 (2006).
22. Puigserver, P. & Spiegelman, B. M. Peroxisome proliferator-activated receptor-gamma coactivator 1 alpha (PGC-1 alpha): 

transcriptional coactivator and metabolic regulator. Endocr Rev 24, 78–90, doi: 10.1210/er.2002-0012 (2003).
23. Shi, Y. C. et al. Arcuate NPY controls sympathetic output and BAT function via a relay of tyrosine hydroxylase neurons in the 

PVN. Cell Metab 17, 236–248, doi: 10.1016/j.cmet.2013.01.006 (2013).
24. Poher, A. L., Altirriba, J., Veyrat-Durebex, C. & Rohner-Jeanrenaud, F. Brown adipose tissue activity as a target for the treatment 

of obesity/insulin resistance. Front Physiol 6, 4, doi: 10.3389/fphys.2015.00004 (2015).
25. Lindenberg, K. S. et al. Two-point magnitude MRI for rapid mapping of brown adipose tissue and its application to the R6/2 

mouse model of Huntington disease. PLoS One 9, e105556, doi: 10.1371/journal.pone.0105556 (2014).
26. Eschbach, J. et al. Mutations in cytoplasmic dynein lead to a Huntington’s disease-like defect in energy metabolism of brown and 

white adipose tissues. Biochim Biophys Acta 1812, 59–69, doi: 10.1016/j.bbadis.2010.09.009 (2011).
27. Johri, A. et al. Pharmacologic activation of mitochondrial biogenesis exerts widespread beneficial effects in a transgenic mouse 

model of Huntington’s disease. Hum Mol Genet 21, 1124–1137, doi: 10.1093/hmg/ddr541 (2012).
28. Johri, A. et al. Truncated peroxisome proliferator-activated receptor-gamma coactivator 1alpha splice variant is severely altered 

in Huntington’s disease. Neurodegener Dis 8, 496–503, doi: 10.1159/000327910 (2011).
29. Pouladi, M. A. et al. Full-length huntingtin levels modulate body weight by influencing insulin-like growth factor 1 expression. 

Hum Mol Genet 19, 1528–1538, doi: 10.1093/hmg/ddq026 (2010).
30. Petersen, A. et al. Orexin loss in Huntington’s disease. Hum Mol Genet 14, 39–47, doi: 10.1093/hmg/ddi004 (2005).
31. Yokoyama, C., Okamura, H. & Ibata, Y. Resistance of hypothalamic dopaminergic neurons to neonatal 6-hydroxydopamine 

toxicity. Brain Res Bull 30, 551–559 (1993).
32. Seniuk, N. A., Tatton, W. G. & Greenwood, C. E. Dose-dependent destruction of the coeruleus-cortical and nigral-striatal 

projections by MPTP. Brain Res 527, 7–20 (1990).
33. Javoy-Agid, F. et al. Biochemistry of the hypothalamus in Parkinson’s disease. Neurology 34, 672–675 (1984).
34. Shannak, K. et al. Noradrenaline, dopamine and serotonin levels and metabolism in the human hypothalamus: observations in 

Parkinson’s disease and normal subjects. Brain Res 639, 33–41 (1994).
35. Politis, M., Piccini, P., Pavese, N., Koh, S. B. & Brooks, D. J. Evidence of dopamine dysfunction in the hypothalamus of patients 

with Parkinson’s disease: an in vivo 11C-raclopride PET study. Exp Neurol 214, 112–116, doi: 10.1016/j.expneurol.2008.07.021 
(2008).



www.nature.com/scientificreports/

1 1Scientific RepoRts | 5:14598 | DOi: 10.1038/srep14598

36. Banks, W. A., Owen, J. B. & Erickson, M. A. Insulin in the brain: there and back again. Pharmacol Ther 136, 82–93, doi: 10.1016/j.
pharmthera.2012.07.006 (2012).

37. Colin, E. et al. Akt is altered in an animal model of Huntington’s disease and in patients. Eur J Neurosci 21, 1478–1488, doi: 
10.1111/j.1460-9568.2005.03985.x (2005).

38. Reijonen, S. et al. Downregulation of NF-kappaB signaling by mutant huntingtin proteins induces oxidative stress and cell death. 
Cell Mol Life Sci 67, 1929–1941, doi: 10.1007/s00018-010-0305-y (2010).

39. Trager, U. et al. HTT-lowering reverses Huntington’s disease immune dysfunction caused by NFkappaB pathway dysregulation. 
Brain 137, 819–833, doi: 10.1093/brain/awt355 (2014).

40. DiFiglia, M. et al. Aggregation of huntingtin in neuronal intranuclear inclusions and dystrophic neurites in brain. Science 277, 
1990–1993 (1997).

41. Susaki, E. et al. Increased E4 activity in mice leads to ubiquitin-containing aggregates and degeneration of hypothalamic neurons 
resulting in obesity. J Biol Chem 285, 15538–15547, doi: 10.1074/jbc.M110.105841 (2010).

42. Morales, L. M. et al. Nutritional evaluation of Huntington disease patients. Am J Clin Nutr 50, 145–150 (1989).
43. Trejo, A., Boll, M. C., Alonso, M. E., Ochoa, A. & Velasquez, L. Use of oral nutritional supplements in patients with Huntington’s 

disease. Nutrition 21, 889–894, doi: 10.1016/j.nut.2004.12.012 (2005).
44. Cavadas, C. et al. Deletion of the neuropeptide Y (NPY) Y1 receptor gene reveals a regulatory role of NPY on catecholamine 

synthesis and secretion. Proc Natl Acad Sci USA 103, 10497–10502, doi: 10.1073/pnas.0600913103 (2006).
45. Busiello, R. A., Savarese, S. & Lombardi, A. Mitochondrial uncoupling proteins and energy metabolism. Front Physiol 6, 36, doi: 

10.3389/fphys.2015.00036 (2015).
46. Sellayah, D., Bharaj, P. & Sikder, D. Orexin is required for brown adipose tissue development, differentiation, and function. Cell 

Metab 14, 478–490, doi: 10.1016/j.cmet.2011.08.010 (2011).
47. Sellayah, D. & Sikder, D. Orexin restores aging-related brown adipose tissue dysfunction in male mice. Endocrinology 155, 

485–501, doi: 10.1210/en.2013-1629 (2014).
48. Tupone, D., Madden, C. J., Cano, G. & Morrison, S. F. An orexinergic projection from perifornical hypothalamus to raphe 

pallidus increases rat brown adipose tissue thermogenesis. J Neurosci 31, 15944–15955, doi: 10.1523/JNEUROSCI.3909-11.2011 
(2011).

49. Puigserver, P. et al. A cold-inducible coactivator of nuclear receptors linked to adaptive thermogenesis. Cell 92, 829–839 (1998).
50. Ferreras, L., Kelada, A. S., McCoy, M. & Proietto, J. Early decrease in GLUT4 protein levels in brown adipose tissue of New 

Zealand obese mice. Int J Obes Relat Metab Disord 18, 760–765 (1994).
51. Arch, J. R. & Kaumann, A. J. Beta 3 and atypical beta-adrenoceptors. Med Res Rev 13, 663–729 (1993).
52. Clement, K. et al. Genetic variation in the beta 3-adrenergic receptor and an increased capacity to gain weight in patients with 

morbid obesity. N Engl J Med 333, 352–354, doi: 10.1056/NEJM199508103330605 (1995).
53. Barak, Y. et al. PPAR gamma is required for placental, cardiac, and adipose tissue development. Mol Cell 4, 585–595 (1999).
54. de Almeida, L. P., Ross, C. A., Zala, D., Aebischer, P. & Deglon, N. Lentiviral-mediated delivery of mutant huntingtin in the 

striatum of rats induces a selective neuropathology modulated by polyglutamine repeat size, huntingtin expression levels, and 
protein length. J Neurosci 22, 3473–3483, doi: 20026337 (2002).

55. Ulusoy, A., Sahin, G., Bjorklund, T., Aebischer, P. & Kirik, D. Dose optimization for long-term rAAV-mediated RNA interference 
in the nigrostriatal projection neurons. Mol Ther 17, 1574–1584, doi: 10.1038/mt.2009.142 (2009).

56. Franklin, K. P. & Paxinos, G. The Mouse Brain in Stereotaxic Coordinates. 3rd edn, (Academic Press, 2008).
57. Baldo, B., Soylu, R. & Petersen, A. Maintenance of basal levels of autophagy in Huntington’s disease mouse models displaying 

metabolic dysfunction. PLoS One 8, e83050, doi: 10.1371/journal.pone.0083050 (2013).
58. West, M. J., Slomianka, L. & Gundersen, H. J. Unbiased stereological estimation of the total number of neurons in thesubdivisions 

of the rat hippocampus using the optical fractionator. Anat Rec 231, 482–497, doi: 10.1002/ar.1092310411 (1991).

Acknowledgements
This work was supported by grants from the Swedish Medical Research Council to Å.P. (grant numbers 
2010–4500 and 2013–3537) and DK (grant numbers 2008–3092 and 2012–5854); the Province of Skåne 
State Grants (ALF) to Å.P.; Ragnar Söderberg foundation to Å.P.; the NHR to Å.P. We are grateful for the 
technical assistance provided by Björn Anzelius, Anneli Josefsson, Ulla Samuelsson and Ulrika Sparrhult-
Bjork at Lund University.

Author Contributions
R.S.-K. and Å.P. conceived and designed the experiments. R.S.-K., N.A. and B.B. performed the 
experiments. R.S.-K., D.K. and Å.P. analyzed the data. R.S.-K. and Å.P. wrote the first draft of the 
manuscript. All authors were involved in editing the manuscript and approved the final version.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Soylu-Kucharz, R. et al. Hypothalamic overexpression of mutant huntingtin 
causes dysregulation of brown adipose tissue. Sci. Rep. 5, 14598; doi: 10.1038/srep14598 (2015).

This work is licensed under a Creative Commons Attribution 4.0 International License. The 
images or other third party material in this article are included in the article’s Creative Com-

mons license, unless indicated otherwise in the credit line; if the material is not included under the 
Creative Commons license, users will need to obtain permission from the license holder to reproduce 
the material. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	Hypothalamic overexpression of mutant huntingtin causes dysregulation of brown adipose tissue
	Results and Discussion
	Expression of mutant HTT reduces the number of TH-expressing neurons in the A13 zona incerta area of the hypothalamus. 
	Targeting of the A12, A13 and A14 groups and effects of long term transgene expression after injections of rAAV5 vectors in ...
	Long-term metabolic consequences of hypothalamic overexpression of wild-type HTT. 
	Targeted overexpression of mutant HTT in the hypothalamus leads to dysregulation of the NPY-responsive circuitry to brown a ...

	Conclusions
	Material and Methods
	Animals. 
	Adeno-associated viral vectors. 
	Viral vector injections. 
	The experimental timeline. 
	Immunohistochemistry. 
	Stereological analysis. 
	Confocal imaging. 
	BAT staining. 
	Metabolic tests. 
	Gene expression analysis. 
	Statistical analysis. 

	Acknowledgements
	Author Contributions
	Figure 1.  Early loss of A13 TH-immunopositive cells in the mutant HTT-expressing hypothalamus.
	Figure 2.  Targeting of different TH cell populations and stereological assessment of dopaminergic cells in the hypothalamus at 12 months post-injection.
	Figure 3.  The hallmarks of brain and systemic metabolic changes in mice selectively expressing the 79Q and the 18Q HTT variants in the hypothalamus.
	Figure 4.  Gene expression changes in the metabolism-regulating dopaminergic circuitry to brown adipose tissue induced by mutant HTT expression in the hypothalamus.
	Figure 5.  A proposed model of the effect of mutant HTT expression in the hypothalamus on the metabolic circuitry to BAT.



 
    
       
          application/pdf
          
             
                Hypothalamic overexpression of mutant huntingtin causes dysregulation of brown adipose tissue
            
         
          
             
                srep ,  (2015). doi:10.1038/srep14598
            
         
          
             
                Rana Soylu-Kucharz
                Natalie Adlesic
                Barbara Baldo
                Deniz Kirik
                Åsa Petersén
            
         
          doi:10.1038/srep14598
          
             
                Nature Publishing Group
            
         
          
             
                © 2015 Nature Publishing Group
            
         
      
       
          
      
       
          © 2015 Macmillan Publishers Limited
          10.1038/srep14598
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep14598
            
         
      
       
          
          
          
             
                doi:10.1038/srep14598
            
         
          
             
                srep ,  (2015). doi:10.1038/srep14598
            
         
          
          
      
       
       
          True
      
   




