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Investigations of brain‑wide functional 
and structural networks of dopaminergic 
and CamKIIα‑positive neurons in VTA 
with DREADD‑fMRI and neurotropic virus 
tracing technologies
Ning Zheng1†, Zhu Gui1,2†, Xiaodong Liu3, Yang Wu1,2, Huadong Wang2,4, Aoling Cai1, Jinfeng Wu1, Xihai Li5, 
Challika Kaewborisuth6, Zhijian Zhang7, Qitian Wang1, Anne Manyande8, Fuqiang Xu1,2,4* and Jie Wang1,9*    

Abstract 

Background  The ventral tegmental area (VTA) contains heterogeneous cell populations. The dopaminergic neurons 
in VTA play a central role in reward and cognition, while CamKIIα-positive neurons, composed mainly of glutamatergic 
and some dopaminergic neurons, participate in the reward learning and locomotor activity behaviors. The differ-
ences in brain-wide functional and structural networks between these two neuronal subtypes were comparatively 
elucidated.

Methods  In this study, we applied a method combining Designer Receptors Exclusively Activated by Designer 
Drugs (DREADD) and fMRI to assess the cell type-specific modulation of whole-brain neural networks. rAAV encoding 
the cre-dependent hM3D was injected into the right VTA of DAT-cre or CamKIIα-cre transgenic rats. The global brain 
activities elicited by DREADD stimulation were then detected using BOLD-fMRI. Furthermore, the cre-dependent 
antegrade transsynaptic viral tracer H129ΔTK-TT was applied to label the outputs of VTA neurons.

Results  We found that DREADD stimulation of dopaminergic neurons induced significant BOLD signal changes 
in the VTA and several VTA-related regions including mPFC, Cg and Septum. More regions responded to selective 
activation of VTA CamKIIα-positive neurons, resulting in increased BOLD signals in VTA, Insula, mPFC, MC_R (Right), 
Cg, Septum, Hipp, TH_R, PtA_R, and ViC_R. Along with DREADD-BOLD analysis, further neuronal tracing identified 
multiple cortical (MC, mPFC) and subcortical (Hipp, TH) brain regions that are structurally and functionally connected 
by VTA dopaminergic and CamKIIα-positive neurons.

Conclusions  Our study dissects brain-wide structural and functional networks of two neuronal subtypes in VTA 
and advances our understanding of VTA functions.
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Background
The ventral tegmental area (VTA) and its connections 
are the critical parts of the reward system and play 
important roles in various functions, such as learn-
ing, motivation and addiction [1, 2]. These behaviors 
are mainly mediated by dopamine release in the down-
stream regions of VTA dopaminergic neurons [1]. The 
projections from VTA dopaminergic neurons target 
many anterior cortical regions, including the prefron-
tal cortex (PFC), nucleus accumbens (NAcc), dorsal 
striatum and amygdala (AMY) [3]. The VTA dopamine 
neurons projected to NAcc and PFC are referred to 
mesolimbic and mesocortical pathways, respectively. 
The mesolimbic pathway is mainly involved in the regu-
lation of motivation, reward, reinforcement learning 
and other cognitive processes. Dysfunction of mes-
olimbic pathway is associated with neurological dis-
eases such as addiction, depression and schizophrenia 
[4]. The mesocortical pathway is related to cognitive 
control, motivation and emotional response. Its abnor-
mality may cause some mental illnesses such as schiz-
ophrenia [5]. Even though more than 60% neurons in 
the VTA are dopaminergic, the VTA is heterogenous 
and contains different types of neurons other than 
the dopaminergic neurons, including GABAergic and 
glutamatergic neurons [1, 6]. Moreover, the distinc-
tion between them is not very precise. Some neurons 
are known to release both glutamate and dopamine 
[7], GABA and dopamine [7–9] or even glutamate and 
GABA [10, 11].

Ca2+/calmodulin-dependent protein kinase II alpha 
(CamKIIα) is a protein kinase in the second messenger 
pathway of the N-methyl-D-aspartic acid (NMDA) recep-
tor. The activation of CamKIIα is regulated by calcium 
ions, leading to synaptic insertion, enhanced single-chan-
nel conductance of the a-amino-3-hydroxy-5-methyl-
4-isoxazole propionic acid (AMPA) receptor [12–14], 
and other long-lasting neural changes [15]. CamKIIα, 
therefore, is one of the key enzymes involved in learning, 
memory, and synaptic plasticity [16]. Although CamKIIα 
is known to be expressed mainly in glutamatergic neu-
rons, this protein also presents in some populations of 
dopaminergic neurons that co-release glutamate [17–19]. 
CamKIIα-positive neurons in the VTA contain primarily 
glutamatergic neurons and some dopaminergic neurons. 
They were demonstrated to participate in reward learn-
ing mediated behavior and induce similar rewarding 
effects with VTA dopaminergic neurons as demonstrated 
by optogenetic intracranial self-stimulation [19, 20]. 
However, the functional and structural networks of VTA 

dopamine neurons and CamKIIα-positive neurons have 
not been comparatively evaluated so far in the whole-
brain level.

In the last decade, a development of neuromodula-
tory tools, especially in optogenetics and chemogenetics 
progressively allow the regulation of the activity of spe-
cifically genetical-targeted neuron populations with spa-
tiotemporal specificity. The combination of optogenetics/
chemogenetics and non-invasive neuroimaging methods 
such as functional MRI (fMRI) enables direct assessment 
of large-scale neural activity caused by the modulation 
of specifically targeted neurons, revealing the role of the 
targeted neurons in the brain-wide neural network. The 
optogenetics fMRI (ofMRI) has been demonstrated to be 
a valuable tool that can map the VTA-activation related 
functional network. According to recent ofMRI stud-
ies, stimulation of dopaminergic VTA neurons leads to 
increase in blood oxygenation level dependent (BOLD) 
signal intensities mostly in the dorsal and ventral stria-
tum, pallidum and thalamus (TH) [21–24]. However, 
some studies have indicated that only weak and sparse 
BOLD responses are elicited by the optogenetic stimu-
lation of VTA dopaminergic neurons, and that signifi-
cant functional responses are absent in the well-known 
reward-related areas such as the dorsal and ventral stria-
tum [20, 25]. Their results also showed that the excitation 
of VTA CamKIIα-positive neurons caused BOLD signal 
changes in multiple regions, such as the ventral striatum, 
PFC, and TH. Thus, the results of the ofMRI studies of 
VTA dopaminergic remain controversial.

The combination of Designer Receptors Exclusively 
Activated by Designer Drugs (DREADD) and fMRI, so 
called DREADD-fMRI, could also be utilized to evalu-
ate large-scale network activity in response to the exci-
tation of targeted neurons in a specific region [26–29]. 
For DREADDs, the engineered receptors allow targeted 
activation or silencing of neurons upon binding to the 
specific ligand [30]. DREADD-fMRI has been utilized 
to map the functional networks related to the VTA. It 
was found that the DREADD activation of VTA neu-
rons involved in mesolimbic or mesocortical pathways, 
respectively, induced significant BOLD responses in 
DREADD-expressing regions and in the neural circuit 
without DREADD expression, such as Amygdala, NAcc, 
mPFC, ventral Pallidum (VP), TH and Insula [29]. How-
ever, the DREADD stimulation in this study was not cell 
type-specific. To the best of our knowledge, there is no 
DREADD-fMRI study of specific cell-type neurons in the 
VTA.

In this study, we aim to investigate the functional and 
structural neural networks of the specific type neurons 
in the VTA. DREADD-fMRI was employed to map the 
whole-brain neural network activity upon the activation 
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of dopaminergic or CamKIIα-positive neurons in the 
VTA. To comprehensively compare the functional net-
work related to these two different types of neurons 
in the VTA, the brain-wide fMRI activation maps and 
BOLD signal time courses after VTA dopaminergic or 
CamKIIα-positive neurons stimulation were analyzed. 
Moreover, herpes simplex virus (HSV), a trans-multi-
synaptic virus was applied to trace the downstream 
structural networks of VTA dopaminergic neurons and 
CamKIIα-positive neurons. Comparative study of struc-
tural and functional neural networks of these different 
cell-type subpopulations contributes to  a deeper under-
standing of the brain-wide neural networks of VTA.

Methods
Animals
The transgenic rats, DAT-cre and CamKIIα-cre strains 
(Beijing Biositu Gene Biotechnology, Beijing, China), 
were mated with Sprague Dawley (SD) rats (Hunan 
SJA Laboratory Animal, China). The dopaminergic or 
CamKIIα-positive neurons of DAT-cre/CamKIIα-cre 
transgenic rats expressed cre recombinase, and male rats 
(8 to 12-week-old) were used in the current experiments. 
All animals were housed under the standard humidity 
and temperature conditions with a light/dark cycle of 
12/12 h, and food and water were provided ad libitum.

Stereotaxic surgery
Adeno-associated virus vector (AAV), rAAV-hSyn-
DIO-hM3D(Gq)-mCherry-WPRE-pA (rAAV-DIO-
hM3D(Gq)-mCherry, 6.9E+12 vg/ml, Brain Case, 
Shenzhen, Guangdong, China) was used to mediate the 
chemogenetics activation, and the trans-multi-synap-
tic HSV vector, H129ΔTK-TT (6.4E+09 PFU/ml, Brain 
Case) was used for tracing the structural networks [31].

On the experimental day, the DAT-cre (N = 5) or 
CamKIIα-cre (N = 4) rats were anesthetized with sodium 
pentobarbital (40 mg/kg, i.p.) and mounted onto a stere-
otaxic holder (68030, RWD, Shenzhen, Guangdong, 
China) for the stereotaxic injection into the target brain 
region [ventral tegmental area (VTA): A-P, − 5.0  mm; 
M-L, − 0.8  mm, D-V, − 8.1  mm]. For the chemogenet-
ics experiments, the virus of rAAV-DIO-hM3D(Gq)-
mCherry (300  nl) was injected into the right VTA of 
brain. The rats were submitted to behavioral experiments 
(a detailed description can be found in the Additional 
file 1) and fMRI scanning after four weeks’ virus expres-
sion, then the animal was perfused, and the brain was 
obtained for sectioning and immunohistochemical stain-
ing to verify the virus expression. For the structural neu-
ral circuit tracing, the virus of H129ΔTK-TT (200 nl) was 
injected into the right VTA. The rat was perfused 3 days 

later and then the brain was obtained for sectioning and 
immunohistochemical staining to investigate the struc-
tural networks.

MRI experiments
The MRI experiments were all completed in a Bruker’s 
horizontal 7.0T small animal scanner (Bruker, Germany). 
The transmitting coil was a birdcage body coil, and the 
receiving coil was a 20-mm-diameter open ring surface 
coil. The animals were initially anesthetized with 3.0–
5.0% isoflurane, and then they were injected with 7.5 μg/
ml dexmedetomidine hydrochloride solution (0.83  ml/
kg, i.p.). The sedative, dexmedetomidine hydrochloride, 
helps to maintain the animals in a steady state during the 
MRI experiments. Then, the rat was fixed on the MRI 
animal bed, and the injection needle was connected to 
the catheter and embedded in the abdomen of the fixed 
animal, which was used for Clozapine N-oxide (CNO) or 
saline infusion (the same dosage as the animal behavio-
ral experiment) during the MRI scanning. A needle con-
nected to the catheter was buried subcutaneously at the 
back of the rat, and was used to infuse dexmedetomidine 
hydrochloride (8.3 μl/min/kg) through a micro-injection 
pump during the MRI experiment. Furthermore, a cir-
culating hot water bath was used to maintain the animal 
body temperature, and the rectal temperature was moni-
tored by a digital thermometer with a probe. The breath-
ing rate of the animals was monitored by a respiration 
monitoring system.

The scanning range and resolution used for 
the MRI acquisition are as follows: field of view 
(FOV) = 34  mm × 34  mm; matrix size = 96 × 96; spa-
tial resolution = 0.354  mm × 0.354  mm; slice thick-
ness = 0.8  mm. The sequence used for the BOLD fMRI 
is a multi-layer FLASH sequence, and the parameters 
are as follows: TR = 500  ms; TE = 13.5  ms; FA = 30°; 
NA = 2; number of repetitions = 65; total scanning 
time = 104  min. The sequence used in the T2-weighted 
structural image is RARE sequence, and the parameters 
are as follows: TR = 3000 ms; TEeff = 36 ms; NA = 4; total 
scan time = 12 min 48 s.

Slice preparation and immunohistochemistry
Rats were anesthetized with an overdose of sodium 
pentobarbital (50  mg/kg, i.p.) and then transcardially 
perfused with phosphate buffered saline (PBS) and 4% 
paraformaldehyde (Sigma, USA). Then, the brain was 
removed and fixed in 4% PFA overnight at 4 °C. Follow-
ing dehydration with 30% sucrose, 40  μm coronal brain 
sections were prepared with a microtome (Thermo Fisher 
Scientific, Waltham, MA, USA). The brain sections were 
washed with PBS (three times and 5 min for each wash), 



Page 4 of 14Zheng et al. Journal of Translational Medicine          (2023) 21:543 

then the slices were incubated with the blocking solu-
tion (10% normal goat serum and 0.3% Triton x-100 in 
PBS) for 1 h at 37 °C, followed by rabbit primary antibody 
at 4  °C for 24 h. Sections were washed three times with 
PBS (5 min per each wash) and incubated with secondary 
goat anti-rabbit cy3 or 488 for 1 h at 37 °C, stained with 
4′,6-diamidino-2-phenylindole (DAPI), washed with PBS 
three times (5  min per wash), and mounted with 70% 
glycerol. The brain slices were imaged under a confocal 
microscope (TCS SP8, Leica, Deerfield, IL, USA) or a vir-
tual microscopy slide-scanning system (VS 120, Olym-
pus, Tokyo, Japan). The fluorescence images of different 
color channels are imported into ImageJ for overlay and 
the addition of a scale bar. The antibody information used 
in this experiment was collected in the supplementary 
materials (Additional file 1: Table S1).

Data analysis
The raw MRI data was converted to nifti format 
by Bruker2Analyze Converter. The brains in the 
T2-weighted structural images were manually extracted 
using MRIcron software (www.​nitrc.​org/​proje​cts/​mricr​
on/). The brain masks of the structural images were uti-
lized to extract the brains of BOLD fMRI images. The 
motion correction of BOLD fMRI images was performed 
using SPM12 (www.​fil.​ion.​ucl.​ac.​uk/​spm). Realignment 
was performed through a 6-parameter rigid body spatial 
transformation. Afterword, both the structural images 
and BOLD fMRI images were normalized to a home-
made rat brain anatomical MRI template using SPM12 
using a 12-parameter affine transformation, followed by 
a non-linear transformation. Then, the spatial smoothing 
was conducted with a Gaussian kernel with full width at 
half maximum of twice the voxel size. The region of the 
VTA was segmented based on SIGMA rat brain atlas [32] 
and the spreading areas of mCherry fluorescent signals. 
The voxel-wise area under the curve (AUC) of the time 
course for the activation phase (volumes 45–65) was cal-
culated and compared by the 3dttest++ function in AFNI 
(https://​afni.​nimh.​nih.​gov/). The t value map was then 
overlapped on the homemade template. To compare the 
activation maps across different cell type-specific stimu-
lations, the conjunction analysis was performed to iden-
tify significant voxels in at least one stimulation or both 
stimulations. The activated areas were segmented in 
different brain regions ROI(s) according to the SIGMA 
brain atlas, and the mean time courses of the ROI(s) were 
extracted. The changes in BOLD signal intensity are pre-
sented as percentage change from the baseline (averaged 
intensity across the fifth to the twenty-fifth scan). The 
time courses of BOLD signals in different ROI(s) were fit-
ted to sigmoidal curves (Eq.  1), and the increase values 
(parameter ‘a’ in Eq. 1) were obtained via the fitting. By 

conducting two-sample t-tests on the increase values of 
different brain regions pairwise, a comparison matrix was 
obtained. Different colors represent the p-values indicat-
ing the significance of the comparison between increase 
values. No significant difference between increase values 
is displayed as dark blue. The warmer the color, the more 
significant the differences between the two regions.

Results
Expression of rAAV‑DIO‑hM3D(Gq)‑mCherry in VTA 
dopaminergic neurons
To specifically target and activate the VTA dopaminer-
gic neurons, the rAAV encoding cre-dependent DRE-
ADD receptor, rAAV-DIO-hM3D(Gq)-mCherry, was 
injected into the right VTA region of DAT-cre trans-
genic rats (Fig. 1A). The hM3D(Gq) receptor can mediate 
the activation of neurons by the designed ligand, CNO. 
The expression of hM3D(Gq) receptor in neurons was 
indicated by the red fluorescence of mCherry protein 
(Fig. 1B). In order to confirm that the neurons expressing 
hM3D(Gq) and mCherry proteins are dopaminergic neu-
rons, immunohistochemistry was used to visualize the 
localization of tyrosine hydroxylase (TH) protein in brain 
slices containing the virus injection site (Fig.  1C). The 
result indicated that TH and hM3D(Gq) was substan-
tially colocalized, and suggested that hM3D(Gq) was spe-
cifically expressed in the dopaminergic neurons (Fig. 1D).

Variations of c‑Fos expression and animal behaviors 
induced by the activation of dopaminergic neurons 
in the VTA
The c-Fos immunostaining was performed to verify the 
activation of VTA neurons caused by DREADD with 
the injection of CNO. The results indicated that the c-
Fos expression increased in the VTA region after CNO 
injection in the DAT-cre rats infected with rAAV-DIO-
hM3D(Gq)-mCherry (Fig.  2A–C). There was extensive 
overlap between the expression of c-Fos and hM3D(Gq) 
in VTA (Fig.  2C). No c-Fos expression in the VTA was 
detected in rats injected with saline (Fig.  2D–F). Addi-
tionally, the locomotor hyperactivity is a known behav-
ior output of the VTA dopaminergic neurons activation 
[5, 33–35]. Thus, the locomotor activity of DAT-cre and 
CamKIIα-cre rats infected with rAAV-DIO-hM3D(Gq)-
mCherry was further monitored after the CNO or saline 
injection. Compared with the saline injection, rats in the 
CNO group significantly increased in total distance trav-
elled (Additional file 1: Figs. S3 and S4), confirming that 
the VTA neurons were activated through DREADD.

(1)f (x) = 1+
a

1+ eb(c−x)

http://www.nitrc.org/projects/mricron/
http://www.nitrc.org/projects/mricron/
http://www.fil.ion.ucl.ac.uk/spm
https://afni.nimh.nih.gov/
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Variations of the BOLD signals induced by the activation 
of dopaminergic neurons in the VTA
The global brain activity through DREADD activation 
of VTA dopaminergic neurons was investigated using 
BOLD-fMRI. After 25 baseline fMRI scans, CNO was 
administrated through an intraperitoneal injection, fol-
lowed by 40 post-injection image volumes. The whole-
brain BOLD responses of the activation phase followed 
by CNO or saline injection were analyzed and compared 
voxel-by-voxel. The neural activity map induced by DRE-
ADD activation is shown in Fig. 3A and C. Unexpectedly, 
the BOLD response was only found in VTA region in the 
result corrected by FDR (Fig. 3A). DREADD activation of 
VTA dopaminergic neurons resulted in elevated BOLD 
signals in the VTA region (Fig. 3A and B), while there was 
no distinct BOLD response in the saline group (Fig. 3B). 
The BOLD signals started to increase at the 35th fMRI 
scan and reached the plateau around the 40th scan. 
Therefore, the image series from the 45th to the last were 
considered as the activation phase. To reduce the false 
negatives, the analysis was repeated without multiple 
comparison correction. New results demonstrated that 
neural activity changes were presented in several regions 
including the VTA, medial prefrontal cortex (mPFC), 
cingulate cortex (Cg) and Septum (Fig. 3C). Time courses 
of BOLD signals in these regions were extracted and 
illustrated in Fig.  3D–F. Furthermore, the increased 

values of BOLD signals caused by DREADD stimula-
tion of the aforementioned four brain regions were cal-
culated and compared. The comparison matrix indicates 
that the VTA exhibited the strongest BOLD response, 
while response amplitudes of mPFC and Septum are the 
smallest (Fig.  3G). This finding indicates that DREADD 
activation of VTA dopaminergic neurons induced neural 
activity in the VTA itself and the other functional related 
regions.

DREADD activation of CamKIIα‑positive neurons in the VTA
Similarly, VTA CamKIIα-positive neurons were tar-
geted and investigated by the injection of rAAV-
DIO-hM3D(Gq)-mCherry in the VTA region of the 
CamKIIα-cre transgenetic rats. The expression of 
hM3D(Gq) receptor in CamKIIα-positive neurons was 
confirmed by the combination of mCherry fluorescent 
imaging and CamKIIα immunostaining (Additional file 1: 
Fig. S1). The immunohistochemistry of c-Fos protein was 
also performed to verify the DREADD activation of VTA 
neurons (Additional file  1: Fig. S2). The results indicate 
that c-Fos protein expression was increased in the VTA 
after the CNO activation. These results demonstrate that 
CamKIIα-positive neurons in the VTA were specifically 
activated by DREADD.

Fig. 1  Experimental procedure for chemogenetic activation of VTA neurons and immunohistochemical fluorescence imaging. A rAAV encoding 
the cre-dependent DREADD receptor rAAV-DIO-hM3D(Gq)-mCherry was injected into the right VTA of DAT-cre transgenic rats and an experimental 
design shows a timeline including the virus injection, behavioral test, and MRI detection. B–D Confirmation of rAAV-infected dopaminergic 
neurons in the VTA; B the cre-dependent neurons expressing hM3D (Gq) and mCherry proteins (red); C dopaminergic neurons were stained 
by anti-Tyrosine Hydroxylase (green); D illustration of the virus-infected dopaminergic neurons (yellow) by merging the results of the virus labeling 
(B) and immunohistochemistry (C). Panels B1, C1, D1 are higher-magnification images of boxed regions in B–D. The nuclei were stained blue 
by DAPI, and the scale bar: 200 μm
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Variations of the BOLD signals induced by the activation 
of CamKIIα‑positive neurons in the VTA
The brain-wide neural activity induced by DREADD 
excitation of VTA CamKIIα-positive neurons was 
assessed by BOLD-fMRI. The difference in BOLD 
responses followed by CNO or saline administration is 
exhibited voxel-by-voxel (Fig.  4A). Changes in neural 
activity were present in multiple regions, and the time 
courses of BOLD signals in these brain regions were 
collected and illustrated in Fig.  4B–K, including the 
VTA, Insula, mPFC, right motor cortex (MC_R), Cg, 
Septum, hippocampus (Hipp), right thalamus (TH_R), 
right parietal association cortex (PtA_R) and right 
visual cortex (ViC_R). The increase values of BOLD 
signals in the activated brain regions were quantified 
and compared using Eq.  1 (Fig.  4L). The results indi-
cated that the BOLD response in the Cg region exhib-
ited a significantly higher magnitude than VTA, Insula, 
Septum, Hipp and TH_R regions. No significant dif-
ferences were observed among the BOLD increase val-
ues in the remaining regions (Fig.  4L, shown in dark 

blue). These results imply that the activation of VTA 
CamKIIα-positive neurons through DREADD stimula-
tion contributed to widespread neural activity in sev-
eral functional related regions.

Comparisons of the whole‑brain activities caused 
by stimulation of dopaminergic or CamKIIα ‑positive 
neurons in the VTA
To compare the brain-wide neural activities induced by 
DREADD stimulation of dopaminergic or CamKIIα-
positive neurons in the VTA, the conjunction analysis 
was performed to identify the brain regions that were 
activated in both stimulations or in at least one stimu-
lation. The result indicated that Cg, mPFC and Septum 
were the overlapping brain regions showing BOLD signal 
changes upon these two different stimulations (Fig. 5A). 
Even though the VTA exhibited BOLD responses in 
both stimulations, the overlapping activated voxels 
were absent in the VTA (Fig.  5A). The increase values 
of BOLD responses in the VTA and three overlapping 
brain regions in both stimulations were collected and 

Fig. 2  Immunofluorescent c-Fos staining in the VTA of DAT-cre rats infected with hM3D(Gq) encoding rAAV after the activation with CNO 
(chemogenetic activation) or saline. A–C Representative coronal cerebral sections show the locations of virus-labeled neurons (red, A), 
the immunofluorescent neurons with c-Fos staining (green, B) and the co-localization neurons (yellow, C) in the VTA after the chemogenetics 
activation of VTA dopaminergic neurons; Panels A1, B1 and C1 are higher-magnification images of the boxed regions in panels of A–C, respectively; 
D–F the locations of virus-labeled neurons (red, D); immunofluorescent c-Fos staining (green, E); and the merged results of the co-localization 
labeling (yellow, F). The results indicated that the saline injection did not cause obvious c-Fos signal in the region of VTA of DAT-cre transgenic rats; 
Panels D1, E1 and F1 are higher-magnification images of boxed regions in the panels of D–F, respectively. The nuclei were stained blue by DAPI. 
The scale bar: 200 μm
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compared (Fig.  5B, C). The results showed that there 
was no significant difference between increase values of 
the VTA in the two stimulations. However, the BOLD 
responses were stronger in Cg, mPFC and Septum 
when VTA CamKIIα-positive neurons were DREADD 
activated.

Difference between the structural connections of VTA 
dopaminergic and CamKIIα‑positive neurons
To investigate the structural downstream networks 
from VTA dopaminergic or CamKIIα-positive neurons, 
the anterograde transsynaptic tracer, H129ΔTK-TT 
was injected into the VTA of DAT-cre or CamKIIα-
cre rats (Fig.  6A). The tdTomato reporter, encoded by 
the viral tracer, was expressed in multiple regions in 
both groups of rats. The mapping results of DAT-cre 
rats showed that output networks of VTA dopaminer-
gic neurons included bilateral cerebral cortex, bilateral 
striatum, bilateral pallidum, ipsilateral TH, ipsilateral 

Fig. 3  The results of BOLD response after the chemogenetic activation of VTA dopaminergic neurons in DAT-cre rats (n = 5) with CNO. A Global 
responses of BOLD signal after chemogenetic activation with FDR correction (p-FDR corrected < 0.05); results indicate that only the VTA shows 
positive signals; B BOLD signal changes in the virus infected region (VTA) during the chemogenetics activation of VTA dopaminergic neurons; red 
arrow indicates the injection timepoint of CNO (blue) or saline (red); C global responses of BOLD signal after chemogenetic activation without FDR 
correction (p < 0.001), the regions of VTA, Cg, Septum and mPFC show positive signals; D–F variations of BOLD signal in the regions of Cg (D), mPFC 
(E) and Septum (F) after the injection of CNO (red arrow), respectively; G the comparison matrix of the increased BOLD signals in the VTA, Cg, mPFC 
and Septum. The increase values of BOLD signals in the activated brain regions were calculated and compared pairwise. The colors of dots indicate 
p-value. Two-tailed t-test; *p < 0.05; **p < 0.01
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Hipp, contralateral nucleus of the lateral olfactory 
tract (LOT) and contralateral AMY (Fig.  6B). Surpris-
ingly, less regions were labeled in the CamKIIα-cre rats 
while stimulating VTA CamKIIα-positive neurons elic-
ited large-scale neural activities. The structural down-
stream regions of VTA CamKIIα-positive neurons were 
abundance in the ipsilateral sphere, including cerebral 
cortex, striatum, AMY, Hipp and amygdalopiriform 
transition area (Apir) (Fig. 7).

Discussion
DREADD-fMRI could causally link the chemogenetic 
activation of local genetically targeted neurons with 
changes in brain-wide neural networks. In the current 
study, DREADD-fMRI was utilized to assess the func-
tional neural networks of dopaminergic and CamKIIα-
positive neurons in the region of VTA. To investigate 
the structural neural networks of these two neuron sub-
populations, the trans-multi-synaptic HSV was applied 

Fig. 4  Responses of the BOLD signals following the chemogenetic activation of VTA CamKIIα-positive neurons with the injection of CNO. A 
The Global BOLD signal response, multiple brain regions show significant BOLD signal changes, including the VTA, mPFC, Cg, septum, Hipp, 
right insula, right TH, right MC, right PtA and right ViC. N = 4. Threshold: FDR, p < 0.05; B changes of BOLD signal in the virus infected region (VTA) 
during chemogenetics activated the CamKII-positive neurons in VTA; red arrow indicates the injection period of CNO (blue line) or saline (red line); 
C–K BOLD signal changes in the regions of Insula (C), mPFC (D), MC_R (right MC, E), Cg (F), Septum (G), Hipp (H), TH_R (right TH, I), PtA_R (right 
PtA, J) and Vic_R (right Vic, K), red arrow indicates the timepoint of CNO injection; L comparison matrix of the BOLD signal increased in the VTA, 
Insula, mPFC, right MC, Cg, Septum, Hipp, right TH, right PtA and right ViC. The increase values of BOLD signals in the activated brain regions were 
calculated and compared pairwise. The colors of dots indicate p-value. Two-tailed t-test; *p < 0.05; **p < 0.01
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to detect the downstream networks of dopaminergic and 
CamKIIα-positive neurons in the VTA. Results of struc-
tural and functional neural networks of different cell-type 
subpopulations in the VTA were analyzed and compared.

Relationships of BOLD signal variations and activation 
of the dopaminergic neurons
Our study demonstrated that the chemogenetic acti-
vation of VTA dopaminergic neurons elicited distinct 
BOLD responses only in the VTA and a few relevant brain 
regions. Some brain regions receiving VTA dopaminer-
gic neuron projections did not exhibit BOLD signaling 
changes such as NAcc and olfactory tubercle. Previous 
research has shown that dopamine release but not BOLD 
activity was observed in NAcc when the dopaminergic 

neurons in the VTA were stimulated by optogenetics 
[20]. This finding is consistent with our results despite the 
different stimulation modality. This phenomenon might 
be related with the differential effects of dopamine on the 
postsynaptic neurons. Dopamine is an important neuro-
transmitter and there are two main classes of dopamine 
receptors, D1 and D2. The D1 receptors are Gs/a coupled 
and can stimulate neurons by activating cyclic AMP-
dependent protein kinase, whereas the D2 receptors are 
Gi coupled and have an opposite effect [36]. Both D1 
and D2 receptor-expressing neurons in NAcc are heavily 
innervated by dopaminergic neurons from the VTA. The 
dopamine release in NAcc can simultaneously cause the 
activation of D1 receptor positive neurons and inhibition 
of D2 receptor positive neurons. This could be the reason 

Fig. 5  Conjunction analysis of global BOLD signal responses in DAT-cre and CamKIIα-cre rats after the chemogenetic activation in VTA 
with CNO. A Changes of the BOLD signals in both DAT-cre and CamKIIα-cre animals after the chemogenetic activation and the co-localization 
of the increased BOLD signals were illustrated in yellow, including the Cg, mPFC and Septum; B the increased BOLD signals in the cerebral 
regions after the chemogenetic activation in DAT-cre (gray) or CamKIIα-cre animals (purple); C the increased BOLD signals in the co-localizations 
after the chemogenetic activation in DAT-cre or CamKIIα-cre animals. Two-tailed t-test, Ave. ± STD; *p < 0.05; **p < 0.01
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why the BOLD response that reflects the average activ-
ity across local neural populations was not detected in 
NAcc or other regions innervated by VTA dopaminergic 
neurons. According to previous reports and our present 
study, the release of dopamine does not reliably predict 
the BOLD signal change, and the distribution of vari-
ous dopaminergic receptors in the investigated regions 
should be taken into consideration.

Relationships of BOLD signals and activation of CamKIIα 
positive neurons
There have been reports indicating that optogenetic 
activation of VTA CamKIIα-positive neurons (mainly 
glutamatergic and some dopaminergic neurons) can 
elicit a wide range of increases in BOLD signals through-
out the brain [20, 25]. This is basically consistent with 
our results despite the different activation modality. 
There is an overlap between the stimulation of VTA 
CamKIIα-positive and dopaminergic neurons. A subset 

of CamKIIα-positive neurons is dopaminergic and the 
dopaminergic neurons that are CamKIIα-positive could 
also be stimulated in the DAT-cre animals. According 
to previous studies [19, 20, 25], stimulation targeting 
CamKIIα-positive VTA neurons, comprising both glu-
tamatergic and dopaminergic cells, is ‘less-specific’, and 
the stimulation of dopaminergic neurons in DAT-cre rats 
is more specific. Their results also suggest that block-
ade of dopaminergic D1/5 receptors by SCH23390 does 
not attenuate BOLD responses evoked by optogenetic 
activation of VTA CamKIIα-positive neurons. Thus, we 
speculated that the BOLD responses in this situation 
were mainly driven by glutamate. They also reported that 
application of glutamatergic NMDA receptor blocker 
(MK801) leads to a distinct decrease in BOLD signals 
caused by electrical stimulation of the VTA, which also 
reveals the important roles of glutamatergic neurons and 
glutamatergic receptors in driving BOLD responses.

Fig. 6  Fluorescence images of representative slices from the whole brain after H129ΔTK-TT injection in the right VTA of DAT-cre rats. A The 
diagram of H129ΔTK-TT virus genome that encoded the Cre-dependent tdTomato (red) and TK gene. Black triangles represent LoxP sites. STOP 
element prevented the expression of exogenous genes. In the presence of cre, STOP was deleted and tdTomato and TK could be expressed. B 
Cre-dependent td-Tomato expression was observed in the ventral tegmental area (VTA) and its downstream regions, which were labeled in red 
to emphasize the output network of VTA dopaminergic neurons. The network encompasses the bilateral cerebral cortex, bilateral striatum, bilateral 
pallidum, ipsilateral TH, ipsilateral Hipp, contralateral LOT and contralateral AMY. The nuclei were stained blue by DAPI. The scale bar: 800 μm
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Comparisons of the BOLD signals induced 
by the stimulation of dopaminergic or CamKIIα‑positive 
neurons
The brain-wide neural activities induced by DREADD 
stimulation of dopaminergic or CamKIIα-positive neu-
rons in the VTA were compared. The results suggest that 
Cg, mPFC and Septum are the overlapping brain regions 
that showed BOLD signal changes upon these two dif-
ferent stimulations. Moreover, BOLD responses were 
stronger in Cg, mPFC and Septum when VTA CamKIIα-
positive neurons were DREADD activated. The differ-
ential extent and intensity of BOLD responses to the 
two stimulations could be associated with the number 
and type of activated neurons in the functional-related 
regions. The composition of glutamatergic and dopa-
minergic output from VTA can result in differential 
or overlapping responsive brain regions between two 
cre strains. For example, previous studies revealed that 
VTA glutamatergic and dopaminergic neurons differen-
tially innervate PFC. The proportionality of VTA gluta-
matergic neurons projecting to the PFC is higher than 
dopaminergic neurons [37]. This could be a reason why 
CamKIIα-positive neurons stimulation induced stronger 
and broader BOLD responses in mPFC.

Relationships of the structural and functional networks 
of the specific cell‑type neurons in the VTA
The genetically-engineered neurotropic viral vectors 
have been widely used in neural circuit tracing and sig-
nificantly advance our knowledge of neural connections 
among different brain regions. Using virus-based tracing 
tools, the previous studies have demonstrated that VTA 
dopaminergic neurons directly project to hippocampus, 
prefrontal cortex (PFC), NAcc and amygdala [3, 38, 39] 
and VTA glutamatergic neurons project to hippocampus, 
NAcc, lateral hypothalamic area (LH) and VP [17, 40, 41]. 
HSV derived vectors are effective tools for mapping the 
neural circuit of rodents and non-human primates since 
they have high capacity and wide host range [42–44]. The 
herpes simplex virus type 1 (HSV-1) 129 (H129) strain 
has been demonstrated to be an anterograde multi-syn-
aptic neuronal circuit tracer and has been employed to 
map the output neural networks in different animal mod-
els [45, 46]. For instance, the EGFP-encoding H129 vector 
(H129-EGFP) was utilized to infect the upper respiratory 
tract of animals and trace the relevant sensory pathway 
[47–49]. To trace the synaptic outputs from specific type 
neurons, a cre recombinase-dependent H129 derived 
tracer, H129-ΔTK-TT was developed. The endogenous 
H129 viral Thymidine Kinase (TK) gene was replaced 
with a cre-dependent TK expressing cassette, so as to 

Fig. 7  Fluorescence images of representative slices from the whole brain after H129ΔTK-TT injection in the right VTA of CamKIIα-cre rats. The 
downstream regions of VTA CamKIIα-positive neurons were labeled with tdTomato protein in red, including the cerebral cortex, striatum, AMY, Hipp 
and Apir. The nuclei were stained blue by DAPI. The scale bar: 800 μm
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enable the tracing of the output neural circuit of geneti-
cally targeted neurons expressing cre [31]. In the current 
study, the trans-multi-synaptic outputs of VTA dopamin-
ergic or CamKIIα-positive neurons which include mainly 
glutamatergic and some dopaminergic neurons, were elu-
cidated by H129ΔTK-TT. The output structural networks 
of VTA dopaminergic neurons cover multiple different 
cortical and subcortical brain regions including the func-
tional-related regions revealed by DREADD-fMRI. These 
results verified the structural basis for the functional con-
nectivity. However, not all brain regions exhibiting BOLD 
responses upon stimulation of VTA CamKIIα-positive 
neurons were labeled by the H129ΔTK-TT. For instance, 
DREADD stimulating VTA CamKIIα-positive neurons 
drove BOLD signal changes over a large area of the dor-
sal Hipp while few neurons in the dorsal Hipp showed 
fluorescent signal caused by H129ΔTK-TT infection. It is 
possible that of HSV has different tropisms to infect dif-
ferent types of neurons [50, 51]. Some brain regions that 
are connected to VTA CamKIIα-positive neurons may 
be less permissive for HSV-1 infection thereby the fluo-
rescent signals were relatively weak or invisible in these 
regions.

Limitations and perspective
Here, VTA CamKIIα-positive and dopaminergic neu-
rons were targeted and stimulated using DREADD-fMRI 
and neurotropic virus tracing techniques. The functional 
and structural networks of VTA were explored and com-
pared, respectively. It is worth noting that employing dif-
ferent transgenic animals and genetically manipulated 
neurotropic viruses could potentially reveal additional 
neural network findings in various brain regions and spe-
cific neuron subpopulations. However, it is important to 
acknowledge that the two types of networks were ana-
lyzed separately in the states of either in vivo or in vitro 
states, which limits direct comparisons between these 
two networks. To overcome this limitation, the develop-
ment of in  vivo technologies capable of mapping both 
functional and structural networks is crucial. With the 
discovery and application of various MRI reporter genes 
[52–54], the in  vivo detection of the expressing of the 
neurotropic virus in the brain has been achieved, even 
for different kinds of neural cells [55–57]. This advance-
ment opens up the possibility of simultaneously detect-
ing functional and structural networks in vivo, which is 
crucial for understanding the underlying structural basis 
of functional networks. Moreover, by operating specific 
neural cells in vivo and recording changes in BOLD sig-
nals, it is feasible to evaluate the contributions of astro-
cytes, neurons, and vasculature for the BOLD signal. This 
integrated approach has the potential to provide valu-
able insights into the interpretation of BOLD signals in 

the brain and enhance our understanding of the intricate 
interplay between different cellular components during 
neural activity.

Conclusions
In the current study, DREADD-fMRI was employed to 
investigate the functional neural networks of dopamin-
ergic or CamKIIα-positive neurons in VTA region. DRE-
ADD activation of VTA dopaminergic neurons induced 
neural activity in the VTA itself and off-target functional 
related regions including mPFC, Cg and Septum. Like-
wise, DREADD stimulation of VTA CamKIIα-positive 
neurons elicited changes of neural activity in multiple 
regions including the VTA, Insula, mPFC, MC_R, Cg, 
Septum, Hipp, TH_R, PtA_R and ViC_R. In addition, 
the trans-multi-synaptic HSV was applied to detect the 
downstream structural neural networks of dopaminer-
gic or CamKIIα-positive neurons in the VTA. Expect-
edly, the virus-labeled output structural networks of 
VTA dopaminergic neurons cover multiple cortical and 
subcortical brain regions including the functional-related 
regions revealed by DREADD-fMRI. However, some 
brain regions that exhibit BOLD responses upon stimula-
tion of VTA CamKIIα-positive neurons were not labeled 
by the viral tracer. The comparative dissection of struc-
tural and functional neural networks of different cell-type 
subpopulations in the VTA will deepen our understand-
ing of the brain-wide VTA related neural networks.
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Additional file 1: Methods. Animal behavioral testing. Figure S1. Expres-
sion of hM3D(Gq) in CamKIIα-positive neurons in the VTA. (A) the cre-
dependent neurons expressing hM3D (Gq) and mCherry proteins (red); 
(B) CamKIIα neurons were stained by the antibody of Anti-CamKII (green); 
(C) co-locations of the CamKIIα neurons (yellow) by merging the results of 
the virus labeling (A) and immunohistochemistry (B). Panels (D), (E), (F) are 
higher-magnification images of boxed regions in (A), (B), (C), respectively. 
The nuclei were stained blue by DAPI, and the scale bar: 200 μm. Figure 
S2. Immunofluorescent c-Fos staining in the VTA of CamKIIα-cre rats 
infected with hM3D(Gq) encoding rAAV after the activation with CNO 
(chemogenetic activation) or saline. (A–C) Representative coronal sections 
show the virus-labeled CamKIIα neurons (red, A), and the immunofluores-
cent CamKIIα neurons with c-Fos staining (green, B) and the co-localiza-
tion neurons (yellow, C) of in the VTA after the chemogenetics activation 
of VTA CamKIIα neurons; Panels A1, B1 and C1 are higher-magnification 
images of the boxed regions in panels of A, B and C, respectively; (D–F) 
the saline injection did not cause obvious c-Fos signal in the region of VTA 
of CamKIIα-cre transgenic rats; (D) virus-labeled CamKIIα neurons (red); 
(E) results of immunofluorescent c-Fos staining; (F) the merged results of 
the virus labeling (D) and c-Fos immunohistochemistry (E); Panels D1, E1 
and F1 are higher-magnification images of boxed regions in the panels of 
D, E and F, respectively. Note: The nuclei were stained blue by DAPI. The 
scale bar: 200 μm. Figure S3. Chemogenetics activation of dopaminergic 
neurons in VTA resulted in hyperactivity. (A, D) The heatmap illustrates 
the position of the animals in the open field after the injection of CNO (A) 
or Saline (D). The color gradient from blue to red represents the duration 
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of time the animal spends in a particular position, with red indicating a 
longer duration. (B–C) The distance traveled after CNO injection was sig-
nificantly higher compared to the distance traveled after saline injection 
(B), there was no significant difference in the duration traveled (C). (E–F) 
There was no significant difference in locomotion distance (E) or duration 
(F) before the injection of CNO and Saline. N = 5, Two-tailed t-test, Ave. 
± STD; *p < 0.05; **p < 0.01. Figure S4. Chemogenetics activation of 
CamKIIα-positive neurons in the VTA resulted in hyperactivity. (A, D) The 
heatmap depicts the animal’s position in the open field after the injection 
of CNO (A) or Saline (D). (B–C) The distance (B) and duration (C) traveled 
after CNO injection were significantly higher compared to those after 
saline injection. (E–F) There were no significant differences in locomotion 
distance (E) or duration (F) before the injection of CNO and Saline. Note: N 
= 5, Two-tailed t-test, Ave. ± STD; *p < 0.05; **p < 0.01.

Author contributions
NZ, ZG, FX and JW conceived and design the study; HW, QW, and YW con-
structed the virus; NZ, AC, JFW and ZZ collected the data; NZ, ZG, JFW, XL, CK, 
FX, XL and JW analyzed and interpreted the data; and NZ and ZG drafted the 
manuscript; and XL, CK, AM, FX, and JW revised the manuscript.

Funding
This work was supported by the STI2030-Major Projects (2021ZD0201003 to 
F.X.); the National Natural Science Foundation of China (32171092, 32200922, 
31970973, 32271148, 21878237, 82151309 and 21921004); Shenzhen Key 
Laboratory of Viral Vectors for Biomedicine (ZDSYS20200811142401005 to F.X.); 
the Key Laboratory of Quality Control Technology for Virus-Based Thera-
peutics, Guangdong Provincial Medical Products Administration, Shenzhen 
(2020ZDB26 to F.X.); Guangdong Provincial Medical Products Administration 
(2022ZDZ13 to F.X.); and the National Natural Science Foundation (NSF) of 
Hubei Province (2020CFA059).

Data availability
The datasets in the current study are available from the corresponding author 
on reasonable request.

Declarations

Ethics approval and consent to participate
All surgery and experimental procedures were approved by the Animal Care 
and Use Committee of the Innovation Academy for Precision Measurement 
Science and Technology, Chinese Academy of Sciences (No: APM22021A).

Competing interests
The authors declare no competing interests.

Author details
1 Key Laboratory of Magnetic Resonance in Biological Systems, State Key 
Laboratory of Magnetic Resonance and Atomic and Molecular Physics, 
National Center for Magnetic Resonance in Wuhan, Wuhan Institute of Physics 
and Mathematics, Innovation Academy for Precision Measurement Science 
and Technology, Chinese Academy of Sciences-Wuhan National Laboratory 
for Optoelectronics, 430071 Wuhan, People’s Republic of China. 2 Univer-
sity of Chinese Academy of Sciences, Beijing 100049, China. 3 Department 
of Anaesthesia and Intensive Care, Peter Hung Pain Research Institute, The 
Chinese University of Hong Kong, Hong Kong, SAR, China. 4 Shenzhen Key 
Laboratory of Viral Vectors for Biomedicine, Key Laboratory of Quality Control 
Technology for Virus‑Based Therapeutics, Guangdong Provincial Medical 
Products Administration, NMPA Key Laboratory for Research and Evaluation 
of Viral Vector Technology in Cell and Gene Therapy Medicinal Products, 
The Brain Cognition and Brain Disease Institute (BCBDI), Shenzhen Institute 
of Advanced Technology, Chinese Academy of Sciences, Shenzhen-Hong 
Kong Institute of Brain Science-Shenzhen Fundamental Research Institutions, 
Shenzhen 518055, China. 5 College of Integrative Medicine, Fujian University 
of Traditional Chinese Medicine, Fuzhou, Fujian, People’s Republic of China. 
6 Virology and Cell Technology Research Team, National Center for Genetic 
Engineering and Biotechnology (BIOTEC), National Science and Technology 
Development Agency (NSTDA), Pathumthani 12120, Thailand. 7 Department 

of Neuroscience and Mahoney Institute for Neurosciences, Perelman School 
for Medicine, University of Pennsylvania, Philadelphia, PA 19104, USA. 8 School 
of Human and Social Sciences, University of West London, Middlesex TW8 
9GA, UK. 9 Institute of Neuroscience and Brain Diseases, Xiangyang Central 
Hospital, Affiliated Hospital of Hubei University of Arts and Science, Xiangyang, 
Hubei, People’s Republic of China. 

Received: 17 April 2023   Accepted: 16 July 2023

References
	1.	 Nair-Roberts RG, Chatelain-Badie SD, Benson E, White-Cooper H, Bolam 

JP, Ungless MA. Stereological estimates of dopaminergic, GABAergic and 
glutamatergic neurons in the ventral tegmental area, substantia nigra 
and retrorubral field in the rat. Neuroscience. 2008;152:1024–31.

	2.	 Song Y, Chu R, Cao F, Wang Y, Liu Y, Cao J, Guo Y, Mi W, Tong L. Dopa-
minergic neurons in the ventral tegmental-prelimbic pathway promote 
the emergence of rats from sevoflurane anesthesia. Neurosci Bull. 
2022;38:417–28.

	3.	 Beier KT, Steinberg EE, DeLoach KE, Xie S, Miyamichi K, Schwarz L, Gao 
XJ, Kremer EJ, Malenka RC, Luo L. Circuit architecture of VTA dopa-
mine neurons revealed by systematic input-output mapping. Cell. 
2015;162:622–34.

	4.	 Grace AA. Dysregulation of the dopamine system in the pathophysiology 
of schizophrenia and depression. Nat Rev Neurosci. 2016;17:524.

	5.	 Salamone JD, Correa M. The mysterious motivational functions of mes-
olimbic dopamine. Neuron. 2012;76:470–85.

	6.	 Morales M, Root DH. Glutamate neurons within the midbrain dopamine 
regions. Neuroscience. 2014;282:60–8.

	7.	 Barker DJ, Root DH, Zhang S, Morales M. Multiplexed neurochemical 
signaling by neurons of the ventral tegmental area. J Chem Neuroanat. 
2016;73:33–42.

	8.	 Stuber GD, Hnasko TS, Britt JP, Edwards RH, Bonci A. Dopaminergic ter-
minals in the nucleus accumbens but not the dorsal striatum corelease 
glutamate. J Neurosci. 2010;30:8229–33.

	9.	 Tritsch NX, Granger AJ, Sabatini BL. Mechanisms and functions of GABA 
co-release. Nat Rev Neurosci. 2016;17:139–45.

	10.	 Ntamati NR, Lüscher C. VTA projection neurons releasing GABA and 
glutamate in the dentate gyrus. eNeuro. 2016. https://​doi.​org/​10.​1523/​
ENEURO.​0137-​16.​2016.

	11.	 Yoo JH, Zell V, Gutierrez-Reed N, Wu J, Ressler R, Shenasa MA, Johnson AB, 
Fife KH, Faget L, Hnasko TS. Ventral tegmental area glutamate neurons 
co-release GABA and promote positive reinforcement. Nat Commun. 
2016;7:13697.

	12.	 Derkach V, Barria A, Soderling TR. Ca2+/calmodulin-kinase II enhances 
channel conductance of alpha-amino-3-hydroxy-5-methyl-4-isoxa-
zolepropionate type glutamate receptors. Proc Natl Acad Sci U S A. 
1999;96:3269–74.

	13.	 Hayashi Y, Shi SH, Esteban JA, Piccini A, Poncer JC, Malinow R. Driving 
AMPA receptors into synapses by LTP and CaMKII: requirement for GluR1 
and PDZ domain interaction. Science. 2000;287:2262–7.

	14.	 Rongo C, Kaplan JM. CaMKII regulates the density of central glutamater-
gic synapses in vivo. Nature. 1999;402:195–9.

	15.	 Bayer KU, De Koninck P, Leonard AS, Hell JW, Schulman H. Interaction 
with the NMDA receptor locks CaMKII in an active conformation. Nature. 
2001;411:801–5.

	16.	 Nisanov R, Schelbaum E, Morris D, Ranaldi R. CaMKII antagonism in the 
ventral tegmental area impairs acquisition of conditioned approach 
learning in rats. Neurobiol Learn Mem. 2020;175: 107299.

	17.	 Adeniyi PA, Shrestha A, Ogundele OM. Distribution of VTA glutamate and 
dopamine terminals, and their significance in CA1 neural network activ-
ity. Neuroscience. 2020;446:171–98.

	18.	 Shrestha A, Adeniyi PA, Ogundele OM. Combined in vivo anatomical and 
functional tracing of ventral tegmental area glutamate terminals in the 
hippocampus. Jove-J Vis Exp. 2020;163: e61282.

	19.	 Guo S, Chen S, Zhang Q, Wang Y, Xu K, Zheng X. Optogenetic activation 
of the excitatory neurons expressing CaMKIIα in the ventral tegmental 
area upregulates the locomotor activity of free behaving rats. Biomed Res 
Int. 2014;2014: 687469.

https://doi.org/10.1523/ENEURO.0137-16.2016
https://doi.org/10.1523/ENEURO.0137-16.2016


Page 14 of 14Zheng et al. Journal of Translational Medicine          (2023) 21:543 

	20.	 Brocka M, Helbing C, Vincenz D, Scherf T, Montag D, Goldschmidt J, 
Angenstein F, Lippert M. Contributions of dopaminergic and non-dopa-
minergic neurons to VTA-stimulation induced neurovascular responses in 
brain reward circuits. Neuroimage. 2018;177:88–97.

	21.	 Decot HK, Namboodiri VM, Gao W, McHenry JA, Jennings JH, Lee SH, 
Kantak PA, Jill Kao YC, Das M, Witten IB, et al. Coordination of brain-wide 
activity dynamics by dopaminergic neurons. Neuropsychopharmacol. 
2017;42:615–27.

	22.	 Ferenczi EA, Zalocusky KA, Liston C, Grosenick L, Warden MR, Amatya D, 
Katovich K, Mehta H, Patenaude B, Ramakrishnan C, et al. Prefrontal corti-
cal regulation of brainwide circuit dynamics and reward-related behavior. 
Science. 2016;351: aac9698.

	23.	 Lohani S, Poplawsky AJ, Kim SG, Moghaddam B. Unexpected global 
impact of VTA dopamine neuron activation as measured by opto-fMRI. 
Mol Psychiatry. 2017;22:585–94.

	24.	 Ioanas H-I, Saab BJ, Rudin M. Whole-brain opto-fMRI map of mouse VTA 
dopaminergic activation reflects structural projections with small but 
significant deviations. Transl Psychiatry. 2022;12:60.

	25.	 Helbing C, Brocka M, Scherf T, Lippert MT, Angenstein F. The role of the 
mesolimbic dopamine system in the formation of blood-oxygen-level 
dependent responses in the medial prefrontal/anterior cingulate cortex 
during high-frequency stimulation of the rat perforant pathway. J Cereb 
Blood Flow Metab. 2016;36:2177–93.

	26.	 Zerbi V, Floriou-Servou A, Markicevic M, Vermeiren Y, Sturman O, Privitera 
M, von Ziegler L, Ferrari KD, Weber B, De Deyn PP, et al. Rapid reconfigura-
tion of the functional connectome after chemogenetic locus coeruleus 
activation. Neuron. 2019;103:702-718.e705.

	27.	 Peeters LM, Hinz R, Detrez JR, Missault S, De Vos WH, Verhoye M, Van der 
Linden A, Keliris GA. Chemogenetic silencing of neurons in the mouse 
anterior cingulate area modulates neuronal activity and functional con-
nectivity. Neuroimage. 2020;220: 117088.

	28.	 Grayson DS, Bliss-Moreau E, Machado CJ, Bennett J, Shen K, Grant KA, 
Fair DA, Amaral DG. The Rhesus monkey connectome predicts disrupted 
functional networks resulting from pharmacogenetic inactivation of the 
Amygdala. Neuron. 2016;91:453–66.

	29.	 Roelofs TJM, Verharen JPH, van Tilborg GAF, Boekhoudt L, van der Toorn 
A, de Jong JW, Luijendijk MCM, Otte WM, Adan RAH, Dijkhuizen RM. A 
novel approach to map induced activation of neuronal networks using 
chemogenetics and functional neuroimaging in rats: a proof-of-concept 
study on the mesocorticolimbic system. Neuroimage. 2017;156:109–18.

	30.	 Urban DJ, Roth BL. DREADDs (designer receptors exclusively activated by 
designer drugs): chemogenetic tools with therapeutic utility. Annu Rev 
Pharmacol Toxicol. 2015;55:399–417.

	31.	 Lo L, Anderson DJ. A Cre-dependent, anterograde transsynaptic viral 
tracer for mapping output pathways of genetically marked neurons. 
Neuron. 2011;72:938–50.

	32.	 Barrière DA, Magalhães R, Novais A, Marques P, Selingue E, Geffroy F, 
Marques F, Cerqueira J, Sousa JC, Boumezbeur F, et al. The SIGMA rat brain 
templates and atlases for multimodal MRI data analysis and visualization. 
Nat Commun. 2019;10:5699.

	33.	 Boender AJ, de Jong JW, Boekhoudt L, Luijendijk MC, van der Plasse G, 
Adan RA. Combined use of the canine adenovirus-2 and DREADD-tech-
nology to activate specific neural pathways in vivo. PLoS ONE. 2014;9: 
e95392.

	34.	 Ikemoto S. Ventral striatal anatomy of locomotor activity induced by 
cocaine, D-amphetamine, dopamine and D1/D2 agonists. Neuroscience. 
2002;113:939–55.

	35.	 Meredith GE, Baldo BA, Andrezjewski ME, Kelley AE. The structural basis 
for mapping behavior onto the ventral striatum and its subdivisions. Brain 
Struct Funct. 2008;213:17–27.

	36.	 Stoof JC, Kebabian JW. Opposing roles for D-1 and D-2 dopamine recep-
tors in efflux of cyclic AMP from rat neostriatum. Nature. 1981;294:366–8.

	37.	 Yamaguchi T, Wang H-L, Li X, Ng TH, Morales M. Mesocorticolimbic gluta-
matergic pathway. J Neurosci. 2011;31:8476–90.

	38.	 Zeng W-B, Jiang H-F, Gang Y-D, Song Y-G, Shen Z-Z, Yang H, Dong X, Tian 
Y-L, Ni R-J, Liu Y, et al. Anterograde monosynaptic transneuronal tracers 
derived from herpes simplex virus 1 strain H129. Mol Neurodegener. 
2017;12:38.

	39.	 de Jong JW, Afjei SA, Pollak Dorocic I, Peck JR, Liu C, Kim CK, Tian L, Deis-
seroth K, Lammel S. A neural circuit mechanism for encoding aversive 

stimuli in the mesolimbic dopamine system. Neuron. 2019;101:133-151.
e137.

	40.	 Yu X, Li W, Ma Y, Tossell K, Harris JJ, Harding EC, Ba W, Miracca G, Wang D, 
Li L, et al. GABA and glutamate neurons in the VTA regulate sleep and 
wakefulness. Nat Neurosci. 2019;22:106–19.

	41.	 Zell V, Steinkellner T, Hollon NG, Warlow SM, Souter E, Faget L, Hunker AC, 
Jin X, Zweifel LS, Hnasko TS. VTA glutamate neuron activity drives positive 
reinforcement absent dopamine co-release. Neuron. 2020;107:864-873.
e864.

	42.	 Szpara ML, Gatherer D, Ochoa A, Greenbaum B, Dolan A, Bowden RJ, 
Enquist LW, Legendre M, Davison AJ. Evolution and diversity in human 
herpes simplex virus genomes. J Virol. 2014;88:1209–27.

	43.	 Archin NM, Atherton SS. Rapid spread of a neurovirulent strain of HSV-1 
through the CNS of BALB/c mice following anterior chamber inoculation. 
J Neurovirol. 2002;8:122–35.

	44.	 Rinaman L, Schwartz G. Anterograde transneuronal viral tracing of central 
viscerosensory pathways in rats. J Neurosci. 2004;24:2782–6.

	45.	 Wojaczynski GJ, Engel EA, Steren KE, Enquist LW, Patrick Card J. The neu-
roinvasive profiles of H129 (herpes simplex virus type 1) recombinants 
with putative anterograde-only transneuronal spread properties. Brain 
Struct Funct. 2015;220:1395–420.

	46.	 Sun N, Cassell MD, Perlman S. Anterograde, transneuronal transport of 
herpes simplex virus type 1 strain H129 in the murine visual system. J 
Virol. 1996;70:5405–13.

	47.	 McGovern AE, Davis-Poynter N, Rakoczy J, Phipps S, Simmons DG, 
Mazzone SB. Anterograde neuronal circuit tracing using a genetically 
modified herpes simplex virus expressing EGFP. J Neurosci Methods. 
2012;209:158–67.

	48.	 McGovern AE, Davis-Poynter N, Yang SK, Simmons DG, Farrell MJ, Maz-
zone SB. Evidence for multiple sensory circuits in the brain arising from 
the respiratory system: an anterograde viral tract tracing study in rodents. 
Brain Struct Funct. 2015;220:3683–99.

	49.	 Vaughan CH, Bartness TJ. Anterograde transneuronal viral tract tracing 
reveals central sensory circuits from brown fat and sensory denervation 
alters its thermogenic responses. Am J Physiol Regul Integr Comp Physiol. 
2012;302:R1049-1058.

	50.	 Bertke AS, Apakupakul K, Ma A, Imai Y, Gussow AM, Wang K, Cohen JI, 
Bloom DC, Margolis TP. LAT region factors mediating differential neuronal 
tropism of HSV-1 and HSV-2 do not act in trans. PLoS ONE. 2012;7: 
e53281.

	51.	 Braun E, Zimmerman T, Hur TB, Reinhartz E, Fellig Y, Panet A, Steiner I. 
Neurotropism of herpes simplex virus type 1 in brain organ cultures. J 
Gen Virol. 2006;87:2827–37.

	52.	 Genove G, DeMarco U, Xu H, Goins WF, Ahrens ET. A new transgene 
reporter for in vivo magnetic resonance imaging. Nat Med. 
2005;11:450–4.

	53.	 Mukherjee A, Wu D, Davis HC, Shapiro MG. Non-invasive imaging using 
reporter genes altering cellular water permeability. Nat Commun. 
2016;7:13891.

	54.	 Zheng N, Su P, Liu Y, Wang H, Nie B, Fang X, Xu Y, Lin K, Lv P, He X, et al. 
Detection of neural connections with ex vivo MRI using a ferritin-encod-
ing trans-synaptic virus. Neuroimage. 2019;197:133–42.

	55.	 Zheng N, Li M, Wu Y, Kaewborisuth C, Li Z, Gui Z, Wu J, Cai A, Lin K, Su K-P, 
et al. A novel technology for in vivo detection of cell type-specific neural 
connection with AQP1-encoding rAAV2-retro vector and metal-free MRI. 
Neuroimage. 2022;258: 119402.

	56.	 Li M, Liu Z, Wu Y, Zheng N, Liu X, Cai A, Zheng D, Zhu J, Wu J, Xu L, et al. 
In vivo imaging of astrocytes in the whole brain with engineered AAVs 
and diffusion-weighted magnetic resonance imaging. Mol Psychiatry. 
2022. https://​doi.​org/​10.​1038/​s41380-​022-​01580-0.

	57.	 Cai A, Zheng N, Thompson GJ, Wu Y, Nie B, Lin K, Su P, Wu J, Manyande 
A, Zhu L, et al. Longitudinal neural connection detection using a ferritin-
encoding adeno-associated virus vector and in vivo MRI method. Hum 
Brain Mapp. 2021;42:5010–22.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1038/s41380-022-01580-0

	Investigations of brain-wide functional and structural networks of dopaminergic and CamKIIα-positive neurons in VTA with DREADD-fMRI and neurotropic virus tracing technologies
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Animals
	Stereotaxic surgery
	MRI experiments
	Slice preparation and immunohistochemistry
	Data analysis

	Results
	Expression of rAAV-DIO-hM3D(Gq)-mCherry in VTA dopaminergic neurons
	Variations of c-Fos expression and animal behaviors induced by the activation of dopaminergic neurons in the VTA
	Variations of the BOLD signals induced by the activation of dopaminergic neurons in the VTA
	DREADD activation of CamKIIα-positive neurons in the VTA
	Variations of the BOLD signals induced by the activation of CamKIIα-positive neurons in the VTA
	Comparisons of the whole-brain activities caused by stimulation of dopaminergic or CamKIIα -positive neurons in the VTA
	Difference between the structural connections of VTA dopaminergic and CamKIIα-positive neurons

	Discussion
	Relationships of BOLD signal variations and activation of the dopaminergic neurons
	Relationships of BOLD signals and activation of CamKIIα positive neurons
	Comparisons of the BOLD signals induced by the stimulation of dopaminergic or CamKIIα-positive neurons
	Relationships of the structural and functional networks of the specific cell-type neurons in the VTA

	Limitations and perspective
	Conclusions
	Anchor 29
	References


