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Multimodal detection of dopamine by sniffer cells
expressing genetically encoded fluorescent sensors
Carmen Klein Herenbrink1,9, Jonatan Fullerton Støier 1,9, William Dalseg Reith1, Abeer Dagra2,

Miguel Alejandro Cuadrado Gregorek1, Reto B. Cola 3, Tommaso Patriarchi 3,4, Yulong Li 5,6,7, Lin Tian 8,

Ulrik Gether 1 & Freja Herborg 1✉

Dopamine supports locomotor control and higher brain functions such as motivation and

learning. Consistently, dopaminergic dysfunction is involved in a spectrum of neurological

and neuropsychiatric diseases. Detailed data on dopamine dynamics is needed to understand

how dopamine signals translate into cellular and behavioral responses, and to uncover

pathological disturbances in dopamine-related diseases. Genetically encoded fluorescent

dopamine sensors have recently enabled unprecedented monitoring of dopamine dynamics

in vivo. However, these sensors’ utility for in vitro and ex vivo assays remains unexplored.

Here, we present a blueprint for making dopamine sniffer cells for multimodal dopamine

detection. We generated sniffer cell lines with inducible expression of seven different

dopamine sensors and perform a head-to-head comparison of sensor properties to guide

users in sensor selection. In proof-of-principle experiments, we apply the sniffer cells to

record endogenous dopamine release from cultured neurons and striatal slices, and for

determining tissue dopamine content. Furthermore, we use the sniffer cells to measure

dopamine uptake and release via the dopamine transporter as a radiotracer free, high-

throughput alternative to electrochemical- and radiotracer-based assays. Importantly, the

sniffer cell framework can readily be applied to the growing list of genetically encoded

fluorescent neurotransmitter sensors.
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Dopamine (DA) serves as a neuromodulator in the brain
where it is critically involved in locomotor control and
higher brain functions such as motivation and reward-

related learning. In line with these functions, decades of research
have implicated disturbances in dopaminergic neurotransmission
in both movement disorders and mental illnesses1. The dopa-
minergic circuit of the brain is also a major target for several
therapeutics used in the treatment of these movement and mental
disorders, and for drugs of abuse2–5. Still, we only have a limited
understanding of the nature and progression of DA dysfunction
in diseased states. In addition, the mechanisms through which
DA exerts its short- and long-term effects on emotional states and
behavior remain unclear. Sensitive methods to study DA neuro-
transmission in cell cultures, tissue preparations, and living
organisms are necessary to gain mechanistic insights into DA
signaling in health and disease states, and for the development of
effective therapeutics that target dopaminergic circuits.

Important advances in the field of DA detection have recently
been achieved with the development of G protein-coupled receptor
(GPCR)-based sensors that directly couple the presence of DA with
an increase in fluorescent. These sensors allow the interrogation of
extracellular DA levels with unprecedented spatiotemporal resolu-
tion using optical measurements of fluorescent intensity6,7. Several
studies have already demonstrated the powerful application of viral
expression of such sensors for studying DA dynamics in live animals
and in brain tissue circuits using e.g., fiber photometry and micro-
scopy techniques6–12. Two families of GPCR-based DA sensors are
currently available, the dLight and GRABDA family, which are based
on the DA D1 receptor (D1R) and DA D2 receptor (D2R), respec-
tively. While both of these sensor families are based on the coupling
of inert DA receptors to a conformational sensitive circularly per-
muted GFP molecule, they encompass distinct properties6,7,13,14.
Overall, the sensors fulfill a number of attractive features such as
high molecular specificity and affinities similar to that of endogenous
DA receptors, large dynamic ranges, and a single-fluorophore pro-
tein design that allows for viral delivery and cell-specific
expression6,7,13,14. However, the sensors have different intrinsic
properties that should be carefully considered in the context of
experimental conditions and the research question, but a direct side-
by-side comparison of dopamine sensors is currently lacking to
guide neuroscientists in choosing the most suitable sensor. In
addition, the potential use of the growing list of GPCR-based sensors
for the development of assays for in vitro and ex vivo DA recordings
is largely unexplored.

Here, we present an easy-to-use, inexpensive, and scalable
framework for applying GPCR-based DA sensors for multimodal
in vitro and ex vivo measurements of DA. We establish seven
different DA sensing (sniffer) cell lines with inducible expression
of four dLight and three GRABDA sensors and carry out a head-
to-head comparison of sensor properties under identical experi-
mental conditions. We perform proof-of-principle experiments
showing how such sniffer cells can readily be applied to record
the release of endogenous DA from cultured neurons and striatal
slices and to determine total DA content in striatal tissue.
Moreover, we demonstrate that the sniffer cells also enable
measurements of DA transporter (DAT) activity, such as DA
uptake and efflux, allowing for a radiotracer-free, high-
throughput alternative to electrochemical- and radiotracer-
based assays. Importantly, this framework for versatile usage of
DA sniffer cells can easily be applied to other transmitter systems
for which the palette of genetically encoded single-fluorescent
protein sensors is continuously expanding. Because of the ease of
use, low costs, and virus- and radioactivity-free properties,
fluorescent sensor-expressing sniffer cells have great potential for
becoming a general tool for studying transmitter levels in culture
systems and tissue preparations.

Results and discussion
Development and characterization of DA sniffer cell lines.
With the innovative development of GPCR-based DA sensors6,7,
we wanted to expand the toolbox for DA detection in vitro and
ex vivo with a virus and radiotracer-free method that allows for
DA detection across multiple assay and sample formats using
commonly available plate readers and fluorescent microscopes.
To do this, we generated DA sensing sniffer cells by stable
transfection of Flp-In T-REx 293 cells with DA sensors of either
the dLight or the GRABDA sensor family. Seven DA sensors were
selected for this study: dLight1.1, dLight1.2, dLight1.3a,
dLight1.3b, GRABDA1M, GRABDA1H, and GRABDA2M. Of note, as
the Flp-In system was utilized for the generation of the sniffer cell
lines, all sensors were inserted at the same specific genomic
location ensuring homogenous levels of gene expression15.

We first validated the sniffer cell lines using fluorescent
microscopy to ensure tetracycline-induced expression of the
sensors and confirm DA sensitivity. Indeed, upon treatment with
tetracycline, all cell lines expressed their respective sensor, and all
displayed an increase in fluorescent upon incubation with 10 µM
DA (Fig. 1a). We then carried out a head-to-head comparison of
the seven different DA sniffer cell lines to derive key sensor
properties under identical experimental conditions. The most
important sensor properties one needs to consider are the
dynamic range, sensor sensitivity, and kinetic parameters, which
need to be compatible with the expected DA concentrations and
fluctuations of the model system.

To determine the dynamic range, we applied fluorescent
microscopy to measure the change in fluorescent (F/F0) following
the application of 10 µM DA to the sniffer cells (Fig. 1a and
Table 1). The greatest dynamic range was observed for dLight1.3b
(F/F0= 6.61 ± 0.47) followed by the dLight1.3a (F/
F0= 4.98 ± 0.24) and GRABDA2M (F/F0= 4.77 ± 0.22) sensors,
while dLight1.1 (F/F0= 2.29 ± 0.06) and GRABDA1M (F/F0=
1.86 ± 0.07) sensors showed the lowest dynamic range. dLight1.2
and GRABDA1H had a fluorescent change (F/F0) of 3.16 ± 0.20
and 2.49 ± 0.04, respectively. The dynamic range for the D2R-
derived sensors (GRABDA family) was similar to the previous
studies7,16. We also observed comparable, albeit slightly smaller,
dynamic ranges in the sniffer cells expressing the D1R-derived
sensors (dLight family) as compared to what was previously
reported6. The small changes in dynamic ranges can likely be
explained by a difference in background fluorescent (F0) as a
result of the differential experimental setup and/or differences in
expression levels of the sensors. Importantly, however, the relative
difference in F/F0 between the four dLight sensors appears to be
consistent between the studies, with for instance dLight1.3a
showing a two-fold greater F/F0 than dLight1.1.

Next, we characterized the sensors’ DA sensitivity by exposing
the sniffer cells to increasing DA concentrations. The fluorescent
change was detected with both a fluorescent microscope and plate
reader to determine the detection range (Figs. 1b, 2a and
Supplementary Figs. 1, 2). As is evident from the concentration-
response curves in Fig. 2a, the different sensors can detect DA at a
wide range of concentrations. The sniffer cells expressing the
D1R-derived sensors have a detection range of 40 nM to 17 µM,
with the dLight1.1 sniffer cells being the most sensitive (Table 1).
The D2R-derived sensors, on the other hand, were more sensitive
to lower concentrations of DA, which is consistent with the D2R
having a higher DA affinity than the D1R. The GRABDA1M and
GRABDA2M sniffer cells had a detection range of 4 nM to 1.8 µM
DA, whereas the GRABDA1H sniffer cells were able to detect DA
levels as low as 1 nM (Table 1). Importantly, we confirmed that
the increases in fluorescent were mediated via the sensors, as their
responses were blocked by selective DA receptor antagonists
(Fig. 2c, d). Overall, the observed detection ranges were similar
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between plate reader and microscope experiments and in line
with previous studies6,7,13. The dopamine sensors are not only
capable of binding DA but also noradrenaline (NA)6,7. As
detection of NA could confound data obtained from samples that
also contains NA, we sought to determine the potency of this
neurotransmitter for all seven sensors to determine the molecular
selectivity of the various sensors, i.e., the extent of the selectivity
of DA over NA (Fig. 2b and Table 2). Importantly, all sensors
were preferentially activated by DA over NA. The fold selectivity
(EC50(NA/DA)) for DA over NE for the dLight family was 12
(dLight1.1), 13 (dLight1.2), 18 (dLight1.3a), and 16 (dLight1.3b).
The GRABDA family showed a wider range of DA selectivity, with
a 21-fold (GRABDA1M), 8-fold (GRABDA1H), and 14-fold
(GRABDA2M) selectivity for DA over NE (Table 2).

Activation and deactivation kinetics of a sensor are pivotal
parameters to consider for experiments where detection of DA
fluctuations at high temporal resolution is important. For instance,
temporal resolution is critical to capture the rapid dynamics of DA
release and clearance from dopaminergic neurons. To gain greater
insight into the kinetics of the sensors utilized in this study, we
determined the on (kon) and off (koff) activation rates by DA at the
various sensors. To do so, we stimulated the sniffer cells with two
relatively low concentrations of DA (to ensure that the kinetics are
activation and not diffusion driven) and measured the change in
fluorescent over time (Table 1 and Supplementary Fig. 3a–f). It
should be noted that previous studies have already determined time
(τ) or half-life (t1/2) constants for some of the sensors utilized in
our study. However, as the on-rate is dependent on the DA

Table 1 DA potency, detection range, dynamic range, and kinetic parameters of DA sensors.

Detection range Dynamic range Kinetic parameters

Sensor pEC50 ± SEM (nM)a 10–90% (nM)a F/F0 ± SEMb kon (M−1 min−1)a koff (min−1)a

dLight1.1 6.45 ± 0.12 (350) 40–3100 2.29 ± 0.06 1.84 ± 0.76 × 108 120 ± 17
dLight1.2 5.92 ± 0.04 (1200) 140–10,000 3.16 ± 0.20 7.50 ± 0.59 × 107 130 ± 17
dLight1.3a 5.87 ± 0.06 (1300) 130–14,000 4.98 ± 0.24 6.42 ± 0.72 × 107 150 ± 4.8
dLight1.3b 5.67 ± 0.02 (2100) 190–17,000 6.61 ± 0.47 7.17 ± 1.60 × 107 115 ± 10
GRABDA1M 7.12 ± 0.04 (75) 4.0–1400 1.86 ± 0.07 6.60 ± 1.66 × 108 80 ± 6.0
GRABDA1H 8.34 ± 0.19 (4.6) 0.78–27 2.49 ± 0.04 ND 9.2 ± 0.42
GRABDA2M 6.90 ± 0.07 (130) 8.6–1800 4.77 ± 0.22 3.14 ± 0.38 × 108 45 ± 4.3

ND Not determine due to ligand depletion.
aDetermined with a fluorescent plate reader.
bDetermined with a fluorescent microscope.

Fig. 1 Characterization of the dynamic range of DA sniffer cell lines. a Visualization and quantification of the fluorescent change in Flp-In T-REx-293 cells
expressing one of seven different DA sensors. Cells were stimulated with 10 µM DA while imaged on an epifluorescent microscope (N= 3, mean ± SEM).
Representative images of the raw fluorescent signal are shown along with corresponding pseudo-colored representations of the fold change above
baseline. Scale bars are 50 µM. b Representative images of GRABDA2M sniffer cells stimulated with increasing doses of DA show a dose-dependent
increase in fluorescent (N= 3). Similar dose-response images of the remaining sniffer cell lines can be found in Supplementary Figs. 1, 2. Scale bars
are 50 µM.
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concentration, such values cannot be compared between sensors. As
shown in Table 1, we found that the D1R-based dLight sensors
displayed slower on-rates (kon) than the D2R-based GRABDA1M and
GRABDA2M sensors. The off-rates (koff), however, were faster for the
dLight sensors than the GRABDA sensors (Table 1). Through two-
photon imaging, Patriarchi et al. (2018)6 previously determined
ex vivo that the dLight1.1 and dLight1.2 sensors display decay half-
life constants of 100 and 90ms in the dorsal striatum, respectively6.
We derived off-rates (koff) of 120 ± 17 and 130 ± 17min−1 for
dLight1.1 and dLight1.2, which equal to decay half-life constants
(t1/2) of 340 and 324ms (t1/2= ln2/koff), respectively. The slower off-
rates observed in our study may arise from the differential
experimental conditions under which the parameters were obtained
i.e., plate reader recordings of HEK293 cells activated by DA
addition versus two-photon imaging of dopamine released upon
electrical stimulation of brain slices. The off-rates of GRABDA1M
(koff= 80 ± 6.0 min−1) and GRABDA2M (koff= 45 ± 4.3min−1)

were similar to what has previously been reported (85 and
46min−1, respectively (k= τ−1))7,16. Unfortunately, we were not
able to obtain accurate on- and off-rates for GRABDA1H likely due
to ligand depletion caused by the high sensitivity and expression of
the sensor in combination with a small assay volume. To overcome
ligand depletion, we determined the dissociation kinetics in the
presence of a high concentration of the D2R antagonist haloperidol
instead (Supplementary Fig. 3g). We obtained an off-rate of
9.2 ± 0.42 min−1 for the GRABDA1H sensor which was slower than
what previously has been reported (24min−1 (k= τ−1))7,16.

In summary, our head-to-head comparison of DA sensors on
the detection range, dynamic range, and kinetic parameters
should serve as a guideline for users to select the most appropriate
DA sensor to use in their specific experiments. In assays with
poor signal-to-noise ratio, the large dynamic range of dLight1.3a,
dLight1.3b, and GRABDA2M is necessary to accurately measure
extracellular DA levels. On the other hand, high DA sensitivity is
an attractive property for assays that require the detection of low
DA concentrations. For example, if one needs to measure very
low levels of extracellular DA (<4 nM), GRABDA1H is one of the
few sensors currently available that has the required DA
sensitivity. However, the increased DA sensitivity is associated
with a slower off-rate, which reduces the temporal detection
accuracy due to the integration of temporally close release events.
Thus, for in vivo and ex vivo experiments where it is paramount
to capture the rapid firing events of DA neurons and where DA
levels are sufficiently high, the fast off-rate kinetics of the dLight
sensors are favored. Another important consideration related to
the sensors’ kinetic properties is their potential buffering effect,
where DA availability to endogenous receptors is altered by the
sensor expression. High expression of sensors, particularly with
slow off-rates, may buffer a significant fraction of extracellular
DA and blunt fast changes in dopamine levels, which could

Fig. 2 Characterization of the detection range of DA sniffer cell lines. a, b DA (a) and NA (b) dose-response curves for the seven DA sniffer cell lines
recorded after 5 min stimulation at 37 °C with indicated DA and NA concentrations, respectively, using a fluorescent plate reader. c, d The antagonists
SCH23390 (c) and haloperidol (d) dose-dependently blocked the DA-induced increase in fluorescent in sniffer cells expressing the DA D1 (dLight) and D2

(GRAB) receptor-derived sensors, respectively, as detected by a fluorescent plate reader. Data were shown as fitted curves in scatter plots from three
independent experiments.

Table 2 NA potency and the selectivity of DA over NA of DA
sensors.

Selectivity

Sensor pEC50 ± SEM (nM)a EC50(NA/DA)a

dLight1.1 5.36 ± 0.07 (4400) 12
dLight1.2 4.80 ± 0.03 (16000) 13
dLight1.3a 4.62 ± 0.05 (24000) 18
dLight1.3b 4.47 ± 0.07 (34000) 16
GRABDA1M 5.80 ± 0.06 (1600) 21
GRABDA1H 7.43 ± 0.07 (37) 8
GRABDA2M 5.84 ± 0.05 (1400) 12

aDetermined with a fluorescent plate reader.
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influence cellular or behavioral responses. Collectively, the
distinct properties of each DA sensor should be carefully
considered and matched to the technical setup and biological
conditions.

DA sniffer cells: a tool for studying DAT pharmacology and
function. DAT plays an important role in DA homeostasis as it
rapidly clears DA from the extracellular space to the cytoplasm
for subsequent storage and release. DAT is also the primary target
for both illicit substances (e.g., psychostimulants such as cocaine
and methamphetamine) and therapeutic agents such as amphe-
tamine (AMPH) and methylphenidate used for the treatment of
ADHD17. We wanted to assess if the DA sniffer cells could be
used as a tool to study DAT function. For this, we transiently
transfected GRABDA2M sniffer cells with human DAT (hDAT).
We rationalized that hDAT-mediated DA uptake would produce
a local decrease in extracellular DA concentration near the cell
surface and thereby reduce activation of nearby GRABDA2M.
Thus, exposure to dopamine should produce a smaller fluorescent
change in hDAT-expressing GRABDA2M sniffer cells than in
GRABDA2M sniffer that were mock-transfected with an empty
vector. To test this, we plated GRABDA2M sniffer cells that were
transiently transfected with hDAT or empty vector as control and
recorded the GRABDA2M fluorescent in a plate reader during
stimulation with 1 µM DA (Fig. 3a and Supplementary Fig. 4). To
ensure that the measurements between hDAT-and empty vector-
transfected cells were comparable (as the expression of hDAT
could affect the sensor expression) the data were normalized to
stimulation with a saturating concentration of DA (10 µM). As
expected, we observed a markedly lower fluorescent signal in cells
expressing hDAT than in the mock-transfected cells, reflecting
hDAT-dependent DA uptake. To ensure that the reduced signal
was truly mediated by hDAT and not an artifact of decreased
surface expression levels of the sensor, the experiment was
repeated in the absence and presence of the DAT blockers
nomifensine and cocaine (Fig. 3b). Indeed, preincubation with
either blocker dose-dependently reversed the decreased fluor-
escent change upon addition of DA with a pIC50 of 6.09 ± 0.07
(820 nM) for cocaine and 6.77 ± 0.06 (170 nM) for nomifensine,
which is comparable to earlier findings18. Collectively these data
demonstrate that the sniffer cells can be used as a radiotracer-free
alternative for measuring DAT-dependent DA uptake and for
screening DAT blockers to derive indirect measures of apparent
affinities.

While DAT normally functions through inward transport of
DA, studies on the mechanisms of psychostimulants have
revealed that DAT can mediate reverse transport of dopamine
as well and that this efflux is essential for the action of
AMPH19,20. Additionally, it has been shown that certain
disease-associated mutations in DAT can cause anomalous
constitutive DA efflux, which compromises the ability to
accumulate DA21–24. We examined whether the sniffer cells
could be used as an approach for detecting hDAT-mediated DA
efflux. First, we determined if we could observe AMPH-induced
DA efflux in hDAT-transfected GRABDA2M sniffer cells in a high-
throughput plate reader format. For this, sniffer cells were
transfected with either hDAT or an empty vector and loaded with
300 nM DA for 15 min, after which extracellular DA was
removed. We then added either vehicle or 10 µM nomifensine
(10 min) before stimulating the cells with increasing concentra-
tions of AMPH (10 nM–10 µM). As seen in Fig. 3, AMPH elicited
a rapid dose-dependent increase in extracellular DA levels,
measured as an increase in GRABDA2M fluorescent in hDAT-
transfected cells, which was blocked by preincubation with
nomifensine (Fig. 3c, d). Moreover, from the dose-response

curves, we derived a pEC50 value of 6.32 ± 0.09 (476 nM) for
AMPH (Fig. 3d), which is comparable to what has previously
been reported for hDAT-expressing heterologous cells25,26. It
should be noted that the addition of nomifensine to hDAT-
expressing GRABDA2M sniffer cells also increased the extracellular
DA concentration, although markedly less than AMPH (Fig. 3c).
This increase presumably reflects DAT-independent DA leakage
from the cells that can no longer be transported back into the cells
by hDAT when blocked by nomifensine27. Importantly, nomi-
fensine and AMPH had no effect in GRABDA2M sniffer cells co-
transfected with an empty vector, confirming that the observed
effects are mediated through hDAT and not due to a direct
interaction between the drugs and the sensor.

We then determined whether the sniffer cells could be used to
validate an aberrant molecular phenotype, which has been
described for an autism-associated de novo variant, hDAT-
T356M. The hDAT-T356M variant imposes conformational
changes to DAT that causes a leak of DA through the transporter
(an anomalous DA efflux), which can be inhibited by DAT
blockers21,28. To study this phenomenon with the sniffer cells,
GRABDA2M sniffer cells were transiently transfected with either
WT hDAT or hDAT-T356M, and loaded with a high DA
concentration (10 µM) for 15 min. The cells were then washed
and equilibrated for 20 min after which they were treated with
nomifensine (10 µM) to block both reuptake and anomalous DA
efflux. As expected, nomifensine caused an increase in extra-
cellular DA in WT DAT transfected cells as it blocks the reuptake
of DAT-independent DA leakage. In contrast, stimulation of
T356M-transfected sniffer cells with nomifensine produced a
remarkable decrease in extracellular DA, consistent with blockage
of constitutive DA efflux via hDAT-T356M (Fig. 3e, f). The
phenomenon of anomalous DA efflux has been proposed to be a
common mechanism through which missense mutations in DAT
may exert disturbances in DA neurotransmission that are of
pathophysiological relevance24. So far, investigations of DAT-
mediated DA efflux have relied on amperometric recording and
superfusion assays with 3H-MPP+21–23,29. Our data show that
sniffer cells can be applied as an alternative, less labor-intensive
strategy for identifying disturbances in DAT efflux properties and
for studying the molecular and cellular consequences.

Detection of DA release from cultured dopaminergic neurons
and striatal slices, and quantification of DA content in brain
tissue. Having established potential applications of the sniffer
cells in heterologous cell assays, we next sought to explore if the
sniffer cells could be applied to visualize the release of endo-
genous DA from cultured dopaminergic neurons, and for ex vivo
measurements of DA release from striatal slices and quantifica-
tions of DA tissue content in striatal homogenates.

To visualize DA release from cultured rat dopaminergic
neurons, GRABDA1H sniffer cells were seeded on top of cultured
neurons 24 h prior to experiments (Fig. 4a). Wide-field
fluorescent imaging was then conducted in aCSF (artificial
cerebrospinal fluid) under constant slow perfusion. We stimu-
lated the neurons with electrical field stimulation (Fig. 4b) to
induce DA release and recorded the change in fluorescent of the
GRABDA1H sniffer cells. Upon stimulation, an instantaneous
increase in extracellular DA levels was detected. Termination of
the electrical field stimulation reverted the fluorescent change
back to baseline (Fig. 4b). The decrease in fluorescent signal is
presumably a combination of the speed of the perfusion system,
the reuptake kinetics of DA back into the neurons, and the off-
rate of the GRABDA1H sensor.

We also tested the applicability of using the sensor cells to
record from scarcely seeded mouse dopaminergic neurons that
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expressed tdTomato to allow the identification of individual
dopaminergic neurons (Fig. 4c and Supplementary Video 1).
Upon depolarization with KCl, we observed an immediate but
smaller increase in extracellular DA levels. While the change was
detectable and significant, future studies aimed at detecting DA
release from scarcely seeded neurons may benefit from enhancing
the expression of GRABDA1H to gain higher sensitivity.

Next, we tested if we could employ the sniffer cells to detect
DA release from acute striatal slices. Striatal slices were
submerged in aCSF and incubated for 5 min with either KCl or
AMPH to induce DA release, or with vehicle. The buffer was then
collected and added to GRABDA2M sniffer cells already seeded
into 96- well plates and the change in fluorescent was detected
with a fluorescent plate reader (Fig. 4d). As expected, a greater
increase in fluorescent was observed upon the addition of media
collected from KCl- and AMPH-treated slices than from vehicle-
treated samples (Fig. 4d).

Finally, we wanted to evaluate whether the sniffer cells could be
used to determine DA content in mouse striatal tissue as an
alternative approach to high-performance liquid chromatography
(HPLC) analysis. To do so, we prepared tissue homogenates from
the striatum in the absence of chemicals that could potentially
affect the sniffer cells. As a negative control, we also prepared
homogenates from the cerebellum. In order to determine the DA
concentration, the homogenates were added to GRABDA2M
sniffer cells together with a DA standard curve (for interpolation),
and the change in fluorescent was detected with a fluorescent
plate reader. The average DA level detected in the striatal samples
was 33.5 ± 7.6 ng/mg protein (mean ± S.E.M.; eight mice) while
the DA level in the cerebellum was below the detection limit of
the GRABDA2M sniffer cells (Fig. 4e). The amount of DA detected
in the striatal samples was within range of what has previously
been reported by studies that utilized HPLC30–33. Thus, the
sniffer cells provide an alternative approach for determining total

Fig. 3 Detection of DAT-mediated DA uptake and efflux using sniffer cells. a Measurement of DA uptake using DA sniffer cells. GRABDA2M sniffer cells,
transfected with hDAT, or an empty pcDNA3.1 expression vector, were stimulated with 1 µMDA for 15 min. The decreased fluorescent upon addition of DA
to cells transfected with hDAT versus an empty vector is indicative of DAT-mediated DA uptake into the cells. To ensure that the measurements between
hDAT and empty vector-transfected cells were comparable (as the expression of hDAT could affect the sensor expression) the data were normalized to a
5min stimulation with a saturating concentration of DA (10 µM). The change in fluorescent upon DA addition is shown with a higher temporal resolution in
Supplementary Fig. 4. b Preincubation of hDAT-transfected GRABDA2M sniffer cells with cocaine or nomifensine dose-dependently decreased the hDAT-
mediated DA uptake. c, d Measurement of AMPH-induced DA efflux via DAT using DA sniffer cells. GRABDA2M sniffer cells transfected with hDAT or an
empty pcDNA3.1 expression vector were loaded with 300 nM DA and washed subsequently. After reaching equilibrium, the baseline was recorded and the
sniffer cells were incubated with 10 µM nomifensine or vehicle for 10min followed by a 15 min stimulation with AMPH (c, 10 µM). AMPH caused a dose-
dependent increase in fluorescent in hDAT-transfected cells, which was absent when the cells were preincubated with 10 µM nomifensine (d).
e, f Recordings of anomalous DA efflux by the disease-associated DAT-T356M mutant. GRABDA2M sniffer cells were transfected with WT hDAT or hDAT-
T356M. After loading the cells with 10 µM DA and subsequently washing away extracellular DA, the cells were stimulated with 10 µM nomifensine which
blocks the constitutive anomalous DA efflux via hDAT-T356M. f Shows mean ± SEM area under the curve (AUC) for DAT-T356M relative to WT (N= 6,
*P < 0.05 (<0.0001), one-sample t-test). The data were expressed as normalized Δ(F/F0). Curves are presented as connecting lines of the mean
(a, c, e, d (nomifensine)) or fitted curves (b, d (vehicle)) in scatter plots from three independent experiments conducted on a fluorescent plate reader.
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tissue DA content. It should, however, be noted that even though
the GRABDA2M sensor has a 12-fold selectivity for DA over NA,
we cannot exclude that the striatal tissue lysates contain
detectable amounts of NA and likewise that the treatment of
acute slices with either KCl or AMPH may have also induced
release of detectable amounts of NA besides DA.

Taken together, the data presented show that sniffer cells can
be used as an alternative method to visualize and measure DA
release from dopaminergic neurons and striatal slices (e.g., to
study the effect of drugs or genetic manipulations on DA release
from dopaminergic release sites). Furthermore, the cells can also
be utilized as a readily approachable way to determine total tissue
DA content.

Conclusions
Our study presents a framework for use of cells expressing
genetically encoded fluorescent sensors as a virus- and radio-
tracer-free, inexpensive, and scalable approach for multimodal

in vitro and ex vivo measurements of neurotransmitter levels. The
sniffer cell strategy presented here should be a generalizable and
easily applicable framework for other genetically encoded single-
protein fluorescent sensors.

Methods
Cloning. GRABDA1H, GRABDA1M, and GRABDA2M were subcloned into the
pcDNA5/FRT/TO vector (Invitrogen) by Sequence and Ligation Independent
Cloning (SLIC)34. The vector was linearized by cutting with EcoRV restriction
enzyme, and inserts with the GRABDA sensors were generated by PCR with SLIC
Fwd (5′-TGGAATTCTGCAGATATGGAGACAGACACACTC-3′) and Rev (5′-
GCCACTGTGCTGGATTCAGCAGTGGAGGATCTT-3′) primers. dLight1.1,
dLight1.2, and dLight1.3b were all subcloned from their parent vector into the
pcDNA5/FRT/TO vector using the HindIII and NotI restriction sites present in all
three vectors. To generate dLight1.3a, we performed site-directed mutagenesis on
dLight1.1 in pcDNA5/FRT/TO vector using the overlapping Fwd (5′-ACAG-
GATTGCTCAGAAACAGCTGAGCTCACTCATT-3′) and Rev (5′-AATGAGT-
GAGCTCAGCTGTTTCTGAGCAATCCTGT-3′) primers carrying the desired
insert mutation (p.K247_L248insQ)35. All constructs were subsequently sequence-
verified to confirm correct insertion.

Generation of sniffer cell lines. Flp-In T-REx 293 cells were grown in DMEM
supplemented with 10% (v/v) fetal bovine serum (FBS; Invitrogen), 100 µg/mL
zeocin (ThermoFisher Scientific), and 15 µg/mL blasticidin (ThermoFisher Scien-
tific). To generate sniffer cell lines, the parental cells were grown in T150 flasks
(Corning) until 70% confluency. The media was then changed to DMEM sup-
plemented with 10% (v/v) FBS, and the cells were transfected with 0.6 µg DA
sensor in a pcDNA5/FRT/TO vector and 5.4 µg pOG44 with 18 µL Lipofectamine
2000 (Invitrogen) according to the manufacturer’s protocol. Forty-eight hours after
transfection, the cells were split 1:3 into a new T150 flask (Corning). After
adherence of the cells, the media was changed to DMEM supplemented with 10%

Fig. 4 Detection of DA release from cultured dopaminergic neurons and
striatal slices, and quantification of DA content in brain tissue. a In order
to detect DA release from cultured dopaminergic neurons, GRABDA1H
sniffer cells were plated on top of the neurons 24 h prior to experiments.
b DA release from rat dopaminergic neurons evoked by electric field
stimulation of 100 depolarizing monopolar pulses at a frequency of 20 or
5 Hz. DA release was detected as an increase in fluorescent from co-
cultured GRABDA1H sniffer cells. The trace is representative of three
independent experiments, and the data were expressed as F/F0 in % of the
maximal response induced by the electrical field stimulation. c DA release
from scarcely seeded mouse dopaminergic neurons expressing tdTomato
for identification of individual neurons. Depolarization was induced by
stimulation with 90mM KCl. The representative images of the GRABDA1H
sniffer cells (green) and the tdTomato-expressing dopaminergic neuron
(red) are shown together with corresponding representative pseudo-
colored representations of the fold change above baseline in response to
90mM KCl. The fluorescent change detected in five recordings from three
independent neuronal cultures was quantified (mean ± SEM). *P < 0.05
(=0.017), one-sample t-test. d Mouse striatal slices, incubated for 5 min
(37 °C) with a vehicle, 40 µM KCl, or 10 µM AMPH in a small volume of
aCSF. DA release was determined by transferring the aCSF incubation
buffer to a 96-well plate seeded with GRABDA2M sniffer cells. DA content in
the vehicle-, KCl-, and AMPH-treated samples was detected on a
fluorescent plate reader, and the values are expressed as Δ(F/F0)
normalized to the maximal Δ(F/F0) elicited by saturating [DA]. The values
are the mean ± SEM from striatal slices of nine mice. *P < 0.05 (P= 0.0086
for KCl and P= 0.0016 for AMPH), one-way ANOVA with Dunnett post
hoc test. e Total DA content was determined in the striatum and
cerebellum of mice utilizing the GRABDA2M sniffer cells. The tissue was
homogenized, sonicated, and freeze/thawed in a hypotonic buffer to ensure
that all DA was released from the tissue. Following centrifugation, the DA
and protein concentrations were determined in the supernatant with a
fluorescent plate reader allowing conversion to ng DA per mg protein. The
DA levels in the cerebellum were too low to be detectable by the
GRABDA2M sniffer cells. The values are the mean ± SEM from the tissue of
eight mice.
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(v/v) FBS, 200 µg/mL Hygromycin B (Sigma), and 15 µg/mL blasticidin. The media
was changed twice a week until colonies that stably express the sensor were
obtained. The expression of the sensors was induced 24–48 h prior to experiments
with 1 µg/mL tetracycline (Sigma).

Culturing of midbrain dopaminergic neurons. Cultures of midbrain dopami-
nergic neurons on top of cortical astrocytes were made from P1-P2 Wistar rats or
DAT-IRES-Cre mice (Jackson Laboratory)36. Briefly, tissue was dissected from the
ventral midbrain and digested in a papain solution oxygenated with a carbogen
(95% O2+ 5% CO2) at 37 °C for 30 min. The digested tissue was brought to a
single cell suspension by trituration through pipette tips of increasingly smaller
sizes and centrifuged at 500 g for 10 min. The neurons were resuspended in a
prewarmed neuron medium (Neurobasal A (10888022, Gibco) with 1% GlutaMAX
(35050061, Gibco), 2% B-27 plus (A3582801, Gibco), 200 µM ascorbic acid,
500 µM kynurenic acid, and 0.1% Pen-Strep solution (P0781, Sigma)).

The cells were plated in neuron medium in six-well plates on a monolayer of glia
cells grown on poly-D-lysine coated coverslips (⌀= 25mm). Two hours after plating
neurons, rat glial cell-derived neurotrophic factor (SRP3239, Sigma) was added for a
final concentration of 10 ng/mL. The cultures were used for experiments 14–21 days
after the neurons were plated out. The neurons obtained from DAT-IRES-Cre mice
were transduced 5 days post dissection with pAAV-FLEX-tdTomato (Addgene).

Imaging experiments and analysis. Most imaging was performed using an
ECLIPSE Ti-E epifluorescent/TIRF microscope (NIKON, Japan) with a 488 nm
laser (coherent, California, USA) and an S Plan Fluor ELWD 20X/0.45 ADM
microscope objective (NIKON, Japan). A 525/40 nm bandpass filter was used for
the emission light, which was then recorded using an iXon3 897 Electron Multi-
plying CCD camera (Andor, United Kingdom). However, the imaging of the
neurons obtained from DAT-IRES-Cre mice was conducted on a Nikon Eclipse
FN1 upright microscope (Nikon, Japan).

For dose-response and max-response images of the individual DA sniffer cell
lines, we seeded the cells out in eight-well Lab-Tek™ II Chambered Coverglass
(Nunc) at a density of 25,000 cells per well and added tetracycline. The following
day, the cells were washed twice with PBS and recorded with stepwise increasing
[DA] for 5 min at each condition at a frame rate of 0.2 Hz.

To record DA from neuron cultures, GRABDA1H sniffer cells were seeded out at
a density of 200,000 cells per well on top of primary DAergic neuron cultures
accompanied with tetracycline 1–2 days before the experiment. On the microscope,
the neurons were mounted in an RC-21BRFS Field Stimulation Chamber (Warner
Instruments, USA) and the neurons were continuously perfused with aCSF (in
mM: NaCl, 120; KCl, 5; glucose, 30; MgCl2, 2; CaCl2, 2; HEPES, 25; pH 7.40) at
37 °C. A Master-8 Pulse Generator (A.M.P.I., Israel) and an ISO-Flex Stimulus
Isolator (A.M.P.I, Israel) were used to evoke DA release by passing 1 ms monopolar
current pulses through the stimulation chamber electrodes to yield an electric field
strength of ~40 V/cm. Images were recorded at a frame rate of 12.5 Hz.

All microscopy images were analyzed using the ImageJ-based Fiji software37.
For calculating max-responses, we generated an averaged image of five consecutive
images recorded for both conditions (before and one after adding 10 µM DA).
Then, the pixel intensities over the same cellular cross-sections for each condition
was quantified and single peak values (arising at cell membrane sections) were
selected to calculate F/F0. For each N, we pseudo-randomly selected a population of
cells with a low and a high baseline fluorescent and included two intensity peaks for
each population. Thus, each N represents the mean F/F0 at four intensity peaks.
The images of sniffer cells on neuron cultures were quantified by drawing a region
of interest around a population of sniffer cells and measuring its intensity as a
function of time using the build-in “Measure Stack” ImageJ macro.

Fluorescent plate reader experiments and analysis. Sniffer cells were plated at a
density of 30,000 cells/well into poly-L-ornithine-coated white CulturPlate-96 plates
(PerkinElmer) and induced with tetracycline 48 h prior to experiments. In experiments
with hDAT-transfected sniffer cells, the cells were simultaneously transfected with
50 ng hDAT and 150 nL Lipofectamine 2000 (Invitrogen) per well according to the
manufacturer’s protocol. Fluorescent was measured (485/520) with a POLARstar
OMEGA plate reader (Biotek), and all experiments were conducted at 37 °C.

For characterization of the sniffer cell lines, the cells were washed with aCSF and
incubated in aCSF for 15min at 37 °C in the absence or presence of the DA receptor
antagonists SCH23390 or haloperidol. Upon measuring the baseline fluorescent
intensity, the cells were incubated with vehicle or increasing DA concentrations, and
the fluorescent intensity was measured after 5min. To detect the rapid increase or
decrease of fluorescent intensity upon the addition of DA or antagonist, the drugs were
injected into the well by the POLARstar OMEGA plate reader (Biotek).

To detect uptake of DA via hDAT into the sniffer cells, hDAT- or pcDNA3.1-
transfected GRABDA2M cells were incubated for 15 min at 37 °C with aCSF with or
without cocaine or nomifensine. Afterward, the cells were stimulated with 1 µM
DA and the fluorescent intensity was measured for 15 min. The cells were also
stimulated with 10 µM DA to use for data normalization.

AMPH-induced hDAT-mediated DA efflux experiments were performed by
loading hDAT-transfected GRABDA2M cells with 300 nM DA for 15 min at 37 °C.

The cells were then washed three times with aCSF for 3 min each. After a 20 min
incubation at 37 °C, the cells were stimulated with vehicle or nomifensine for
10 min followed by the addition of AMPH. The fluorescent intensity was measured
every minute throughout the experiment.

Experiments that allow the detection of constitutive hDAT-mediated DA efflux
were performed in a similar manner as the AMPH-induced DA efflux experiments.
However, the cells were loaded with 10 µM DA rather than 300 nM DA, and the
cells were only stimulated with nomifensine and not with AMPH.

All experiments were performed at least three times with duplicate or triplicate
determinations.

To analyze the data, the fluorescent intensity was divided by the mean baseline
fluorescent intensity to obtain F/F0. Subsequently, the average F/F0 of control wells
that solely received vehicle was subtracted to gain Δ(F/F0). These values were then
normalized as indicated. All data were analyzed using GraphPad Prism 9. The
association and dissociation kinetics were determined utilizing the Graphpad
function “Association kinetics (two ligand concentrations)”.

Detection of DA release from acute mouse striatal slices. Acute brain slices
were acquired from adult C57BL/6 male or female mice (16 ± 4 weeks). The ani-
mals were anesthetized with isoflurane and the brains were quickly harvested into
ice-cold aCSF. Coronal striatal brain slices of 300 µm thickness were prepared on a
LeicaVT1200 vibrating blade microtome. Slices were then transferred to oxyge-
nated aCSF at room temperature and allowed to recover for at least 1 h before the
experiment. Subsequently, the slices were transferred to 2 mL Eppendorf tubes
containing 500 uL prewarmed (37 °C) aCSF in the presence or absence of 40 mM
KCl or 10 µM AMPH. After 5 min incubation at 37 °C, the aCSF was collected to
determine whether DA release had occurred.

To detect whether stimulation with KCl or AMPH-induced DA release from
acute striatal slices, GRABDA2M sniffer cells were utilized. The cells were washed
with 200 µL aCSF and incubated for 15 min at 37 °C with 100 µL aCSF. After a
baseline read, 100 µL aCSF collected from the slices was added to the cells, and the
response was measured after 5 min on the POLARstar OMEGA plate reader. To
normalize the data, cells were also stimulated with aCSF and 10 mM DA.

Determination of DA content in mouse striatum and cerebellum. Tissue sam-
ples from the striatum and cerebellum were obtained from adult C57BL/6 male or
female mice (16 ± 4 weeks). Striatal tissue samples were isolated from coronal slices
using a brain matrix and a puncher. Tissue samples from cerebellar slices were used as
a negative control. The tissue was collected in hypotonic buffer (25mM HEPES, pH
7.40 with KOH) containing 1mM glutathione (Sigma) to prevent oxidation of DA38.
To ensure extraction of all DA, the sample was homogenized using a syringe with a
27 G needle, sonicated, and freeze/thawed five times by alternating between 37 and
−80 °C. The sample was then centrifuged for 30min at 4 °C at 16 × g, and the
supernatant was collected for DA and protein determination.

The protein concentration was determined with a standard BCA kit (Pierce).
The DA concentration was determined utilizing GRABDA2M sniffer cells plated in a
white CulturPlate-96 plate (PerkinElmer). The cells were washed with 200 µL aCSF,
and then incubated for 15 min at 37 °C in 100 µL aCSF. After a baseline read,
100 µL supernatant was added to the cells, and the response was measured after
5 min on the POLARstar OMEGA plate reader. To determine the DA
concentration, additional wells with cells were also incubated with a range of DA
concentrations prepared in the hypotonic buffer to allow interpolation.

Statistics and reproducibility. GraphPad Prism 8.0 (GraphPad Software, San
Diego, CA) software was used for statistical analysis and data fitting. Data represent
at least three independent experiments. Data were presented as mean ± SEM or as
scatter plots with fitted curves or a connecting line of the mean overlaid. Two-sided
one-way ANOVA with Dunnett post hoc test was used to test for group differences.
Two-sided one-sample t-tests were applied to analyze data normalized to WT or
baseline within each experiment. Differences were considered significant for
*P < 0.05. Figure legends include information about statistics used, the number of
independent experiments (biological replicates, n), and note exact P values in
parenthesis.

Study approval. Experimental procedures on adult C57BL/6 male or female mice
(16 ± 4 weeks) adhered to the European guidelines for the care and use of
laboratory animals, EU directive 2010/63/EU and were approved by the Danish
Animal Experimentation Inspectorate.

Reporting summary. Further information on research design is available in the Nature
Research Reporting Summary linked to this article.

Data availability
Source data for graphs are available in Supplementary Data 1. The remaining
information or data are available from the corresponding author upon reasonable
request.

ARTICLE COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-022-03488-5

8 COMMUNICATIONS BIOLOGY |           (2022) 5:578 | https://doi.org/10.1038/s42003-022-03488-5 | www.nature.com/commsbio

www.nature.com/commsbio


Received: 28 October 2021; Accepted: 13 May 2022;

References
1. Iversen, S. D. & Iversen, L. L. Dopamine: 50 years in perspective. Trends

Neurosci. 30, 188–193 (2007).
2. Owen, M. J., Sawa, A. & Mortensen, P. B. Schizophrenia. Lancet 388, 86–97

(2016).
3. Thapar, A. & Cooper, M. Attention deficit hyperactivity disorder. Lancet 387,

1240–1250 (2016).
4. Grande, I., Berk, M., Birmaher, B. & Vieta, E. Bipolar disorder. Lancet 387,

1561–1572 (2016).
5. Olanow, C. W. & Stocchi, F. Levodopa: a new look at an old friend. Mov.

Disord. 33, 859–866 (2018).
6. Patriarchi, T. et al. Ultrafast neuronal imaging of dopamine dynamics with

designed genetically encoded sensors. Science 360, eaat4422 (2018).
7. Sun, F. et al. A genetically encoded fluorescent sensor enables rapid and specific

detection of dopamine in flies, fish, and mice. Cell 174, 481–496 (2018).
8. Lee, S. J. et al. Cell-type-specific asynchronous modulation of PKA by

dopamine in learning. Nature 590, 451–456 (2020).
9. Yuan, L., Dou, Y. N. & Sun, Y. G. Topography of reward and aversion encoding

in the mesolimbic dopaminergic system. J. Neurosci. 39, 6472–6481 (2019).
10. Graves, S. M. et al. Dopamine metabolism by a monoamine oxidase

mitochondrial shuttle activates the electron transport chain. Nat. Neurosci. 23,
15–20 (2020).

11. Hamilos, A. E. et al. Slowly evolving dopaminergic activity modulates the
moment-to-moment probability of reward-related self-timed movements.
Elife 10, (2021).

12. Robinson, J. E. et al. Optical dopamine monitoring with dLight1 reveals
mesolimbic phenotypes in a mouse model of neurofibromatosis type 1. Elife 8,
e48983 (2019).

13. Sabatini, B. L. & Tian, L. Imaging neurotransmitter and neuromodulator
dynamics in vivo with genetically encoded indicators. Neuron 108, 17–32 (2020).

14. Patriarchi, T. et al. An expanded palette of dopamine sensors for multiplex
imaging in vivo. Nat. Methods 17, 1147–1155 (2020).

15. O’Gorman, S., Fox, D. T. & Wahl, G. M. Recombinase-mediated gene
activation and site-specific integration in mammalian cells. Science 251,
1351–1355 (1991).

16. Sun F. et al. Next-generation GRAB sensors for monitoring dopaminergic
activity in vivo. Nat. Methods 17, 1156–1166 (2020).

17. Kristensen, A. S. et al. SLC6 neurotransmitter transporters: structure, function,
and regulation. Pharm. Rev. 63, 585–640 (2011).

18. Iversen, L. et al. Neurochemical profiles of some novel psychoactive
substances. Eur. J. Pharm. 700, 147–151 (2013).

19. Sulzer, D. et al. Amphetamine redistributes dopamine from synaptic vesicles
to the cytosol and promotes reverse transport. J. Neurosci. 15, 4102–4108
(1995).

20. Sitte, H. H. & Freissmuth, M. Amphetamines, new psychoactive drugs and the
monoamine transporter cycle. Trends Pharm. Sci. 36, 41–50 (2015).

21. Hamilton, P. J. et al. De novo mutation in the dopamine transporter gene
associates dopamine dysfunction with autism spectrum disorder. Mol.
Psychiatry 18, 1315–1323 (2013).

22. Mazei-Robison, M. S. et al. Anomalous dopamine release associated with a
human dopamine transporter coding variant. J. Neurosci. 28, 7040–7046 (2008).

23. Hansen, F. H. et al. Missense dopamine transporter mutations associate with
adult parkinsonism and ADHD. J. Clin. Invest. 124, 3107–3120 (2014).

24. Herborg, F., Andreassen, T. F., Berlin, F., Loland, C. J. & Gether, U.
Neuropsychiatric disease-associated genetic variants of the dopamine
transporter display heterogeneous molecular phenotypes. J. Biol. Chem. 293,
7250–7262 (2018).

25. Han, D. D. & Gu, H. H. Comparison of the monoamine transporters from
human and mouse in their sensitivities to psychostimulant drugs. BMC
Pharm. 6, 6–6 (2006).

26. Eshleman, A. J., Henningsen, R. A., Neve, K. A. & Janowsky, A. Release of
dopamine via the human transporter. Mol. Pharm. 45, 312–316 (1994).

27. Scholze, P., Sitte, H. H. & Singer, E. A. Substantial loss of substrate by
diffusion during uptake in HEK-293 cells expressing neurotransmitter
transporters. Neurosci. Lett. 309, 173–176 (2001).

28. DiCarlo, G. E. et al. Autism-linked dopamine transporter mutation alters
striatal dopamine neurotransmission and dopamine-dependent behaviors. J.
Clin. Invest. 129, 3407–3419 (2019).

29. Bowton, E. et al. Dysregulation of dopamine transporters via dopamine D2
autoreceptors triggers anomalous dopamine efflux associated with attention-
deficit hyperactivity disorder. J. Neurosci. 30, 6048–6057 (2010).

30. Lane, T. A. et al. Decreased striatal dopamine in group II metabotropic
glutamate receptor (mGlu2/mGlu3) double knockout mice. BMC Neurosci. 14,
102 (2013).

31. Drouin-Ouellet, J. et al. The role of the MYD88-dependent pathway in MPTP-
induced brain dopaminergic degeneration. J. Neuroinflammation 8, 137 (2011).

32. Noelker, C. et al. Toll like receptor 4 mediates cell death in a mouse MPTP
model of Parkinson disease. Sci. Rep. 3, 1393 (2013).

33. Yang, L. & Beal, M. F. Determination of neurotransmitter levels in models of
Parkinson’s disease by HPLC-ECD. Methods Mol. Biol. 793, 401–415 (2011).

34. Jeong, J. Y. et al. One-step sequence- and ligation-independent cloning as a
rapid and versatile cloning method for functional genomics studies. Appl
Environ. Microbiol. 78, 5440–5443 (2012).

35. den Dunnen, J. T. et al. HGVS recommendations for the description of
sequence variants: 2016 update. Hum. Mutat. 37, 564–569 (2016).

36. Mena, M. A., Davila, V. & Sulzer, D. Neurotrophic effects of L-DOPA in
postnatal midbrain dopamine neuron/cortical astrocyte cocultures. J.
Neurochem. 69, 1398–1408 (1997).

37. Schindelin, J. et al. Fiji: an open-source platform for biological-image analysis.
Nat. Methods 9, 676–682 (2012).

38. Rana, D. et al. Strategies to prevent dopamine oxidation and related
cytotoxicity using various antioxidants and nitrogenation. Emergent Mater. 2,
209–217 (2019).

Acknowledgements
We thank Anette Dencker Kaas for her excellent technical assistance. The work was
supported by the Independent Research Fund Denmark—Medical Sciences (C.K.H.:
6110-00292B, U.G.: 7016-00325B, and U.G.: 9039-00437B). The Lundbeck Foundation
(C.K.H.: R322-2019-1502, F.H.: R303-2018-3540, and U.G.: R276-2018-792). The Eur-
opean Research Council (ERC) under the European Union’s Horizon 2020 research and
innovation program (T.P.: 891959).

Author contributions
C.K.H., J.F.S., and F.H. were responsible for the overall experimental design. M.A.C.G.,
C.K.H., J.F.S., T.P., and R.B.C. generated sniffer cells. C.K.H., J.F.S., W.D.R., A.D., and
F.H. conducted the experiments. C.K.H. and F.H. wrote the manuscript. C.K.H., U.G.,
and F.H. provided funding. Y.L and L.T. developed and provided the sensors. All authors
have contributed to the editing and review of the final manuscript.

Competing interests
T.P., L.T., and Y.L. have filed patent applications on the sensor technology utilized in the
study of which the value may be affected by this publication. The remaining authors
declare no competing interests.

Additional information
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s42003-022-03488-5.

Correspondence and requests for materials should be addressed to Freja Herborg.

Peer review information Communications Biology thanks Kazuhiro Aoki and the other,
anonymous, reviewer(s) for their contribution to the peer review of this work. Primary
Handling Editors: Chao Zhou and Karli Montague-Cardoso. Peer reviewer reports are
available.

Reprints and permission information is available at http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in any medium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly from
the copyright holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2022

COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-022-03488-5 ARTICLE

COMMUNICATIONS BIOLOGY |           (2022) 5:578 | https://doi.org/10.1038/s42003-022-03488-5 | www.nature.com/commsbio 9

https://doi.org/10.1038/s42003-022-03488-5
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
www.nature.com/commsbio
www.nature.com/commsbio

	Multimodal detection of dopamine by sniffer cells expressing genetically encoded fluorescent sensors
	Results and discussion
	Development and characterization of DA sniffer cell lines
	DA sniffer cells: a tool for studying DAT pharmacology and function
	Detection of DA release from cultured dopaminergic neurons and striatal slices, and quantification of DA content in brain tissue

	Conclusions
	Methods
	Cloning
	Generation of sniffer cell lines
	Culturing of midbrain dopaminergic neurons
	Imaging experiments and analysis
	Fluorescent plate reader experiments and analysis
	Detection of DA release from acute mouse striatal slices
	Determination of DA content in mouse striatum and cerebellum
	Statistics and reproducibility
	Study approval

	Reporting summary
	Data availability
	References
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




