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Abstract: The function of G protein-coupled receptors is intrinsically linked to their conformational
dynamics. In conjugation with site-directed spin labeling, electron paramagnetic resonance (EPR)
spectroscopy provides powerful tools to study the highly dynamic conformational states of these
proteins. Here, we explored positions for nitroxide spin labeling coupled to single cysteines,
introduced at transmembrane, intra- and extra-cellular sites of the human neuropeptide Y2 receptor.
Receptor mutants were functionally analyzed in cell culture system, expressed in Escherichia coli
fermentation with yields of up to 10 mg of purified protein per liter expression medium and
functionally reconstituted into a lipid bicelle environment. Successful spin labeling was confirmed by
a fluorescence assay and continuous wave EPR measurements. EPR spectra revealed mobile and
immobile populations, indicating multiple dynamic conformational states of the receptor. We found
that the singly mutated positions by MTSL ((1-oxyl-2,2,5,5-tetramethyl-2,5-dihydro-1H-pyrrol-3-yl)
methyl methanesulfonothioate) have a water exposed immobilized conformation as their main
conformation, while in case of the IDSL (bis(1-oxyl-2,2,5,5-tetramethyl-3-imidazolin-4-yl) disulfide)
labeled positions, the main conformation are mainly of hydrophobic nature. Further, double cysteine
mutants were generated and examined for potential applications of distance measurements by double
electron–electron resonance (DEER) pulsed EPR technique on the receptor.
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1. Introduction

G protein-coupled receptors (GPCRs) play a central role in numerous signal transduction pathways
across the cell membrane, which are initiated by binding of extracellular ligands to the receptor and
subsequent activation of different intracellular signaling pathways. Due to this central role in various
biochemical signal transduction cascades, GPCRs are of high pharmacological relevance [1].

The signaling event is no simple “on/off” signal transduction process, but a tightly regulated
mechanism inducing multidimensional signaling cascades by receptor coupling to specific intracellular
binding partners, like heterotrimeric G-proteins, kinases or arrestins. One major focus in current GPCR
research deals with the detailed molecular understanding of the ligand-receptor interaction in terms
of structural dynamics features and binding routes. This knowledge may aid the development of
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highly selective drug molecules that bias one specific signaling pathway [2]. Over the last decade,
most structural data for GPCRs was provided by X-ray crystallography [3]. However, the inherent
limitation of crystal structures, as they provide only static snapshots of the molecules in a non-membrane
environment of artificially stabilized GPCRs [4], are increasingly compensated by other biophysical
methods such as cryo-electron microscopy [5,6], nuclear magnetic resonance (NMR) [7–11], or electron
paramagnetic resonance (EPR) [12,13] spectroscopy.

EPR has been established as a powerful tool in structural biology and its utilization is based on
the presence of unpaired electrons in the system of interest. It is suitable for systems with intrinsically
available unpaired electrons (like metalloproteins and metalloenzymes containing transition metals)
or requires the incorporation of unpaired electrons to the system of interest, either by spin probing
or by spin labeling techniques. The latter, which is also known as site-directed spin labeling (SDSL),
has been by far the most common method in biological applications. For this purpose, usually the
sulfhydryl group of cysteine residues is attached to nitroxide radicals to form a spin labeled side chain.
The cysteine residues either naturally exist or have to be engineered by site-directed mutagenesis into
the desired systems. If more than one cysteine is available in the protein, only the desired position
is kept and the rest should be eliminated by site directed mutagenesis [14]. The combination of
continuous wave (CW)-EPR and SDSL provides information regarding the local environment of the
spin label, describing its dynamics on the picosecond timescale and reorientations of the spin-label due
to conformational changes of the labeled domain [15–18]. Utilizing pulsed EPR techniques like double
electron–electron resonance (DEER) spectroscopy which is based on the dipolar coupling between
two spin centers in the protein, enables probing distance distributions between the spin labels and the
possible orientation between them, if the spin label has a preference for specific orientations (the so
called orientation selectivity) [19–23]. Additionally, EPR spectroscopy is independent of the system
size, which is another advantage of this technique to characterize macromolecular systems [24].

Both, CW- and pulsed EPR techniques have provided information about internal receptor
dynamics and conformational plasticity of GPCRs [12,19,25,26]. In CW-EPR the mobility, polarity
and conformational distribution of a single nitroxide label at a specific receptor position can be
determined [27–30], while in DEER experiments, the distance distribution between two nitroxide
labels of a range from 1.8 to 6 nm is obtained [16]. Using DEER spectroscopy, a recent study of the
β2-adrenergic receptor revealed an outward movement of the intracellular end of transmembrane
helix (TM) 6 of 14 Å occurs upon binding of a nanobody (a mimic of G protein binding) intracellularly
while agonist binding alone causes only minimal changes [12]. In another study, DEER showed that
different ligands stabilize distinct receptor conformations of the angiotensin II type 1 receptor [26].

A very successful strategy for GPCR labeling with nitroxide moieties is the introduction of cysteine
residues at specific positions in the receptor sequence. However, the challenge in these investigations
is to find the optimal position for the cysteine modification on the GPCR molecule that (i) is sensitive
to the dynamic alterations of the receptor states upon activation or ligand binding events and (ii)
does not perturb these functional equilibria or the receptor folding in the membrane. Particularly
problematic is to find a minimally perturbing site for cysteine mutagenesis on the extracellular receptor
side, as these regions are very important for selective agonist binding and most GPCRs exhibit a highly
conserved disulfide bridge between the TM3 and the extracellular loop 2 (ECL2). Introduction of any
additional non-native cysteine in this region increases the probability of non-native disulfide bridge
formation resulting in non-functional receptor molecules. Most studies on GPCRs so far are limited to
information from labels on the intracellular ends of the TMs or intracellular loops (ICLs) [12,13,26].

Here, we suggest positions for introducing cysteine residues, which are well distributed over the
structure in the human neuropeptide Y type 2 receptor (Y2R). The Y2R is involved in the regulation of a
number of physiological processes including food intake, neuroprotection, and circadian rhythm, and
therefore represents an important target for pharmacological intervention [31]. Its natural ligand is the
36 amino acid neuropeptide Y (NPY) [32]. We engineered six mutants, five single site mutants each
with one additional cysteine at the intracellular ends of TM3 and TM6, in the middle of TM7, or in
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the ECL2 and ECL3, and one double mutant with additional cysteines in TM3 and TM7. All mutants
were expressed in Escherichia coli as inclusion bodies [33], functionally reconstituted into phospholipid
bilayer [34], labeled with MTSL or IDSL (see chemical structures in Figure 6a). IDSL is more rigid and
can therefore in principle more faithfully report dynamics and distance distributions (via DEER) that
are intrinsic to the receptor.

The CW-EPR measurements for all single mutants and for both used spin labels were measured
and are discussed. Additionally, DEER measurements were conducted for the double mutant sample,
labeled with IDSL.

2. Results and Discussion

2.1. Selection of Y2R Cysteine Mutants

The strategy for site-directed spin labeling using thiol-selective chemistry was designed based on
a previously established cysteine deficient Y2R mutant, which contains only those two native cysteine
residues that form the extracellular disulfide bridge [35]. In addition to a comparable physiological
activity of this variant with the wild-type receptor, it is characterized by increased stability which
facilitates folding into its native conformation during functional reconstitution [34]. New variants
were generated with additional single cysteines at extracellular sites (A2025.21C and L3007.28C), at the
intracellular transmembrane interface (C1513.53 and R2626.29C), and in helix 7 (C3167.44) (Figure 1).
Additionally, one cysteine double mutant (C1513.53/C3167.44) was engineered. In the variants with the
mutations C1513.53 and C3167.44 endogenous cysteines were reintroduced, while in the other three
variants the positions of the cysteines were artificial.
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Figure 1. Sequence and structural organization of Y2R. The snake plot of the cysteine-deficient Y2R
variants (a) and the structural model [36] of Y2R (light grey) in complex with the natural ligand NPY
(black) (b), illustrate the location of the investigated sites. Mutagenesis sites for introducing cysteines
and spin labeling are colored. The artificial C-terminal LEHis8-tag was introduced for purification
purposes. The dark grey colored amino acids in the snake plot are highly conserved and constitute the
basis for the nomenclature of the amino acids according to Ballesteros and Weinstein [37].

Selection of the most optimal spin labeling positions has relied on several criteria. For the
extracellular side of the receptor it was most important, that modifications did not affect receptor
functionality, ligand binding and/or refolding, in particular disulfide-bridge formation. Alterations
at the positions A2025.21C and L3007.28C in the vicinity of the ligand binding pocket were well
tolerated. The new Cys202 residue was introduced as a direct neighbor to the conserved Cys203 and
therefore, cannot form a disulfide bridge with Cys203 allowing formation of the conserved disulfide
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bond to Cys123 in TM3. Although disulfide bridge formation between residue Cys202 and Cys123
cannot be excluded, no effect on spin-labeling or NPY binding could be detected. Other investigated
mutation sites within the binding pocket led to intracellular accumulation of the receptor and reduced
signaling (Figure S1).

The endogenous cysteine at position C3167.44 was identified as best site for effective labeling in
the transmembrane region, since the residue points out of the helical bundle facilitating the spin label
binding. Furthermore, within this central TM region it was expected that the local environment remains
unaltered during protein conformational changes (in terms of interactions to other helices or lipid
environment), likely excluding spin-label reorientation and therefore reducing distance distributions
in DEER measurements. The second natural cysteine at position C1513.53 was defined as a good target
because the expected distance to C3167.44 is well matched to DEER and is likely to report important
conformational changes involving TM3 and TM6. Additionally, because both cysteines are native to
the wild type receptor, there were no negative side effects expected on folding of the receptor.

Finally, a labeling site at the intracellular end of helix six was selected with respect to the
supposed significance of the large-scale outward movement of TM6 upon activation, which is the
most pronounced conformational change typically associated with GPCRs [7,19]. Here, the most
suitable position was identified at R2626.29 in cell culture experiments. Eight consecutive residues
at the intracellular end of TM6 were individually mutated to cysteine in the cysteine-depleted Y2R
base mutant (Figures S2 and S3). In contrast to other positions, the amino acid exchange at position
R2626.29C did not interfere with the receptor expression pattern at the cellular surface or with its
signalling activity.

The influence of the cysteine mutations on the receptor expression and its functionality were
examined in cell culture. Receptor localization analysis by live cell fluorescence microscopy in
HEK293 cells overexpressing the Y2R showed that all of the receptor variants were expressed well
and were transported to the plasma membrane (Figure 2). The ∆6Cys variants A2025.21C, R2626.29C,
and L3007.28C display slightly altered cellular trafficking, and were partly retained intracellularly in
the ER or Golgi, while the wild type Y2R was localized exclusively in the plasma membrane.
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Figure 2. Cellular localization of Y2R cysteine variants: The live cell fluorescence images illustrate
the cellular expression of eYFP-coupled Y2R cysteine mutants compared to the wild type (wt)
Y2R (hY2_eYFP_N1 wt). For this purpose, the HEK293 cells were transiently transfected with
the corresponding receptor constructs. The cysteine deficient variant (∆6Cys) exhibits a slightly higher
intracellular localization compared to the wt receptor, but is still mainly expressed at the cell membrane.
Similar expression patterns were observed for the cysteine mutants ∆6Cys_A2025.21C, ∆6Cys_R2626.29C
and ∆6Cys_L3007.28C. The cysteine mutants ∆4Cys_ (C1513.53; C3167.44), ∆5Cys_C1513.53 and
∆5Cys_C3167.44 are almost completely localized on the cell membrane like the wtY2R. Yellow =

eYFP, blue = nuclear dye Hoechst 33342. The scale bar corresponds to 10 µm. n ≥ 3.
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To further verify the functionality of the receptor variants, we measured G protein activation in
transfected eukaryotic cells by an inositol phosphate signal transduction assay (Figure 3). We employed
a chimeric G protein (Gα∆6i4myr, see methods section for details) to redirect the native Gi/o signaling
to the Gq pathway, which can be robustly measured as increase of intracellular inositol phosphates
rather than decrease of cellular cAMP. As described previously [35], the cysteine-deficient Y2R variant
(∆6Cys) displayed half-maximal activation by NPY at a peptide concentration of 0.6 nM (EC50). This
was only slightly higher than the wild type receptor which had an EC50 of 0.3 nM. Not surprisingly,
re-introduction of endogenous cysteines also retained this wild type-like potency (Table 1). Mutation
of positions close to the ligand binding pocket at positions A2025.21C (ECL2), L3007.28C (ECL3) were
also tolerated, and displayed EC50 values of 2.0 and 2.2 nM, respectively. Similarly, the cysteine
mutation at position R2626.29C near the G protein binding pocket did not interfere with receptor activity
(EC50 = 1.1 nM). To verify that this mutation does not interfere with the recognition of the endogenous
Gi/o protein as well, we employed a second signaling assay that reads out the inhibition of cellular
cAMP downstream of the endogenous Gi/o proteins. The R2626.29C mutation was also tolerated in this
setting, and displayed wild-type like EC50 values (EC50 wt: 11 nM; R2626.29C: 77 nM).
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Figure 3. G protein activation of the Y2R variants: Receptor activity was determined by inositol
phosphate accumulation. COS7 cells were transiently co-transfected with the respective receptor
construct and the chimeric Gα∆4qi6myr protein and labeled with 3[H]-myo-inositol. All receptor
variants were stimulated with NPY for 90 min and accumulated 3H-inositol phosphates were isolated
by anion-exchange chromatography. The response was normalized to the wt Y2R. Data represent
mean ± SEM of n ≥ 2 independent experiments each performed in technical duplicate.

Table 1. Compilation of the determined EC50, pEC50 and Emax values from the concentration-response
curves of the Y2R variants.

EC50 [nM] pEC50 ± SEM Emax ± SE [%]

Y2R_eYFP_N1 (wt) 0.3 9.59 ± 0.07 100
Y2R_∆6Cys 0.6 9.25 ± 0.09 86 ± 2

Y2R_∆4Cys_C1513.53/C3167.44 0.4 9.45 ± 0.15 87 ± 3
Y2R_∆5Cys_C1513.53 0.8 9.09 ± 0.10 85 ± 3
Y2R_∆5Cys_C3167.44 0.4 9.45 ± 0.15 87 ± 3

Y2R_∆6Cys_A2025.21C 2.2 8.66 ± 0.18 81 ± 5
Y2R_∆6Cys_R2626.29C 1.1 8.94 ± 0.17 75 ± 4
Y2R_∆6Cys_L3007.28C 2.0 8.70 ± 0.10 47 ± 2

Some of the receptor variants, in particular R2626.29C and L3007.28C, displayed a reduction of the
maximal inositol phosphate accumulation. This could be attributed to a reduced surface expression
that was also seen in microscopy experiments (cf. Figure 2). The receptor reserve in this assay was
low due to the co-transfection of the chimeric G protein. Thus, a reduction of the receptor expression



Molecules 2020, 25, 4143 6 of 21

to below ~50% of the wild type value already manifested in reduced Emax values, while the receptor
remained activatable with good potencies (EC50 values). This has already been shown for the Y1R in
the same assay set-up [38]. We confirmed a reduced receptor expression for the cysteine depleted Y2R
by determining the number of binding sites (Bmax) and ligand affinity (Kd) in direct binding assays for
the wild type and the cysteine-depleted base mutant. The Kd was 23 ± 6 pM and 24 ± 8 pM for wt
Y2R and Y2R _∆6Cys, respectively, which underlines the high affinity and functionality of the latter
construct. However, the Bmax of the ∆6Cys construct in HEK293 cells was reduced to 44 ± 4% of the
wild type receptor, which is also reflected in the small, but statistically significant reduction of the Emax

in the inositol phosphate signal transduction assay (100% of wt versus 86 ± 2% of ∆6Cys, p < 0.001).
Furthermore, the reductions in the number of surface receptors will lead to a parallel decrease of
the signal window in this signal transduction assay set-up, while the receptor protein is still fully
functional. Taken together, these findings indicate that cysteine mutations at these positions are well
tolerated and do not interfere with receptor activity.

2.2. Protein Expression, Membrane Reconstitution and Spin-Labeling of Y2R Cysteine Mutants

The production of large amounts of receptor protein was accomplished by E. coli high density
fermentation. Figure 4a shows an example of the time courses of cell density and glucose consumption
during cultivation of cells expressing the variant Y2R_∆5Cys_C1513.53. In general, the different
Y2R-cysteine variants were expressed under the control of a lac-operon and high cell density was
generated before induction with IPTG. Afterwards a decrease in optical density was observed, which
is due to the formation of toxic hydrophobic receptor domains, enclosed into inclusion bodies and
consequently induced cell lysis [39]. Subsequently to the fermentation process, inclusion body
purification, receptor solubilization with DTT in sodium dodecyl sulfate (SDS) containing buffer and
protein purification by IMAC chromatography were performed, following the descriptions as detailed
in the methods section. Exemplarily, the SDS-Gel in Figure 4b illustrates the purified receptor variant
Y2R_∆5Cys_1513.53C in SDS micelles after IMAC purification. The intense blue colored band at 45 kDa
was assigned to the receptor mutant and confirmed by mass spectrometry. The expression yields of the
different receptor variants ranged between 4 and 13 mg per 1 L fermentation volume and thus reflected
lower yields than the Y2R_∆6Cys with 20 mg per 1 L fermentation volume as reported before [33].
However, in contrast to the Y2R_∆6Cys, the Cys-variants investigated here were not subject to intensive
fermentation process optimization [40].
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Figure 4. Sample preparation of Y2R mutants: (a) exemplary curves of the cell density during
cultivation and glucose consumption in an E. coli fed-batch-fermentation for recombinant expression
of the Y2R_∆5Cys_C1513.53 mutant; (b) SDS gel of the solubilized and purified Y2R_∆5Cys_C1513.53

mutan; (c) characterization of ligand binding of the Y2R_∆5Cys_C1513.53 in bicelles using a fluorescence
polarization assay with TAMRA-NPY [34]. Based on the saturation curve a KD-value of 25 nM
was determined.
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Next, the receptor variants were reconstituted into phospholipid/detergent bicelles
composed of 1,2-dimyristol-sn-glycero-3-phosphocholine (DMPC) and 1,2-diheptanoyl-sn-glycero-3-
phosphocholine (DHPC-c7), utilizing a tree step in vitro folding protocol that was previously established
for the functional reconstitution of Y2R_∆6Cys [34]. The ligand-binding ability of the reconstituted
Y2R variants was confirmed in a fluorescence polarization assay [41]. Exemplary data is shown
in Figure 4C. In total, approximately 80% ± 10% of the respective expressed receptor protein was
successfully integrated into the membrane system. This corresponds well to the results for the
Y2R_6Cys [34]. Furthermore, there were only minor differences in the yields and ligand affinities
between the individual mutants, which indicate that the cysteine mutations have little influence on the
folding process.

Labeling of the Y2R variants with either MTSL or IDSL was achieved by adding a 10-fold excess
of the nitroxide spin labels three times to the receptor samples after functional reconstitution with a
two-hour incubation time in between each addition. To verify complete disulfide bridge formation and
successful spin-labeling free cysteines were labeled with N-[4(7-diethylamino-4-methyl-3-coumarinyl)
phenyl]maleimide (CPM) and analyzed by fluorescence measurements [42], as shown in Figure 5.
The low fluorescence intensity of the control sample (bicelles without receptor) demonstrates that CPM
is only weakly fluorescent until reacted with free thiols groups. In contrast high fluorescence intensities
were observed for the unfolded receptor variants. To better quantitate the unfolded, folded and labeled
receptor, all fluorescence intensities were normalized to the fluorescence intensity of the unfolded form
of Y2R. As expected, the signals of the folded receptors were reduced by approximately 60% to 70%,
which corresponds to a reduction in the number of free cysteines from three to one. Slight deviations
from the expected intensities were assigned to the usage of inaccurate protein concentrations caused
by weak sample impurities. Moreover, the fluorescence intensities of the labeled receptor samples
were comparable to the values of the control, which implies complete spin labeling.
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Figure 5. Verification of disulfide bridge formation and nitroxide spin labeling by CPM-Assay:
Quantification of free cysteines relies on a thiol-reactive fluorescent probe (CPM), which is essentially
non-fluorescent until it reacts with free thiols. The dashed lines indicate the expected relative fluorescence
intensity from the number of free cysteines in the respective sample, adjusted to correct for the difference
of the signals detected for pre-folded samples (set to 100%) and the control. The pre-folded receptor
variants in (a) contain three free cysteines, whereas the folded ones have one remaining free Cys. The
decrease in fluorescence intensities in all Y2R-variants illustrates the completeness of disulfide bridge
formation. Furthermore, the spin labeled variants (no free Cys) generate the same weak fluorescence
intensity as the control sample, which is an indication of an effective reaction with the spin label. In (b)
the normalized fluorescence intensity of the cysteine double mutant Y2R_∆4Cys_C1513.53/C3167.44 is
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shown, containing four free cysteines in its unfolded conformation. The half-maximal fluorescence
intensity of the folded receptor (with two cysteines in the disulfide bridge and two free cysteines) and
the control-like signal of the IDSL-coupled receptor (two cysteines in the disulfide bridge and two
labeled with IDSL) imply successful application of the adapted labeling protocol.

In case of the double mutant an additional labeling step was added directly after the initial dialysis
step in which the SDS concentration was reduced and the disulfide bridge was formed but before
reconstitution in the lipid membrane. For DEER measurements a nearly 100% labeling efficiency of
both positions is essential and it turned out that the additional labeling is necessary for complete
saturation of both cysteines with spin labels. In contrast, for the single mutant variants a single labeling
step after reconstitution was sufficient. Unfortunately, due to incomplete disulfide bond formation
in the initial folding process, the additional labeling step led to minor background labeling of the
cysteines forming the disulfide bridge. That can be overcome by correcting the spectra of the double
mutants with measurements of background labeling in single mutants, as it has been performed in
previous studies [12].

2.3. CW-EPR Measurement Analysis of Y2R Single Cysteine Mutants

Room temperature CW-EPR spectra were recorded for all five Y2R single cysteine mutants labeled
with MTSL or IDSL (Figure 6). The spectral shapes reflect multi dynamic states of the side chains,
regardless of whether labeled with MTSL or IDSL. That may arise either from different rotamers of
the side chain, each having a different degree of interaction with the environment, or from different
conformational states of the protein.The measured spectra were simulated to obtain spectral features
like the apparent hyperfine coupling element (A’zz) which is a scale describing the local environment
around the spin label (polarity, hydrophobicity, H-bonding) and the rotational correlation time (τc)
which represents the label mobility and system dynamics. As a reference measurement, the EPR
spectra of two spin labels in buffer were measured and revealed the hydrophobic nature of the IDSL
spin label, compared to MTSL (Aiso = 42.9 MHz vs 45.4 MHz, respectively). The experimental EPR
spectra and their corresponding simulations are given in Figure S4. The values for polarity (Aiso),
the mobility (τc) and the population distribution (Pop) of different conformational states were obtained
based on spectral simulations. The results are collected in Table 2.
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The asterisk indicates the residual fraction of IDSL which is attached to the cysteines of the incompletely
formed native disulfide bridge. The distance between the two outermost lines, indicate the apparent
hyperfine coupling of the bound spin label to protein (2A’zz).

2.3.1. CW-EPR of Extracellular Positions A2025.21C and L3007.28C

Simulation of the CW-EPR spectra derived from the MTSL spin labeled ECL positions (A2025.21C
and L3007.28C) of Y2R revealed two conformations. The main component, which is populated by about
75%, is in a polar environment. This may be caused by hydrogen bond formation to nearby water
molecules as expected for A2025.21C, since it is not in the membrane and is more solvent exposed.
Additionally, the polar head groups of the nearby lipids from the bicelles may influence the spin label
which is a more likely explanation for L3007.28C. Both positions showed similar dynamics, slowed down
by hydrogen bond formation or spatial hindrances. Using IDSL to spin label the A2025.21C-position
confirmed the findings by MTSL. The results showed that the water-exposed conformation could now
be attributed to an immobile component, having dynamics of about three times slower than the second
conformation. This immobile conformation is three times more populated, as observed also by MTSL.

In contrast, for L3007.28C IDSL labeling showed different behaviour from MTSL labeling. Although
two conformations were also seen, both of these conformations experience a hydrophobic surrounding
and one of them has a heavily restricted mobility (~36 ns correlation time). Such a deviation in behavior
could be a result of the hydrophobic nature of the IDSL spin label itself, compared to that of MTSL.
The rigid behavior of IDSL is based on intra-side chain interactions of the disulfide sulfur atoms with
the 3-nitrogen in the imidazoline ring of the spin label [19].
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2.3.2. CW-EPR of Intracellular Positions R2626.29C and C1513.53

Spin labeling of the ICL position R2626.29C by MTSL showed two equally populated conformations;
an immobile conformation where the spin label is in contact with the polar medium and a flexible
conformation located in a hydrophobic environment. Spin labeling by IDSL indicated a heavily
restricted and immobile main conformation (80%) which is localized in a hydrophobic environment.
A much less populated (18%) and flexible conformation, again of hydrophobic nature, was observed.
A similar behaviour could be seen for the other ICL position C1513.53 labeled by MTSL. While
EPR of the MTSL labeled receptor indicated two conformations with hydrophobic and hydrophilic
environments, respectively, the IDSL labeled position mainly adopts a conformation which is of highly
hydrophobic nature.

2.3.3. CW-EPR of Transmembrane Position C3167.44

For TM position C3167.44 the fundamental difference between the two spin labels became apparent.
MTSL coupled to C3167.44 showed a rather immobile water exposed conformation as its dominant
conformation (80%) while IDSL showed a highly populated (>90%) and hindered hydrophobic
conformation. According to the model of the Y2R [36], this residue points outward from the helical
bundle (Figure 1).

2.3.4. CW-EPR of Single Mutants in the Presence of NPY

Addition of NPY did not induce any alterations of either the hyperfine coupling or the
rotational dynamics of the protein, irrespective of the spectrometer frequency or applied temperature
(measurements performed on 34 GHz (Q-Band) and 100 K are given in Figures S5 and S6). Therefore,
this invariant behaviour is not related to the spectral resolution or relaxation effects. That is in
agreement with the findings on the β2-adrenergic receptor [12], where addition of the agonist had
little effect on the energy landscape of the molecule. Surprisingly, the presence of ligand improves the
intensity of the EPR signals (under the same measurement conditions) clearly, which might be caused
by increased long term receptor stability in the presence of NPY [43].

2.3.5. CW-EPR of Double Mutants C1513.53/C3167.44

Double cysteine mutants were prepared once labeled with either MTSL or IDSL. Only the IDSL
labeled sample showed changes in its spin quantity (double integration value) and its hyperfine
coupling, compared to corresponding single mutants. Simulation of the spectrum of the receptor
with no ligand, revealed two conformations, both in a hydrophobic medium (Aiso of 43.6 MHz and
42.5 MHz). The main conformation is almost two times more populated (61% vs. 37%) and has about
two times slower dynamics, which is in agreement with the intended label positions. In the presence
of NPY ligand, the main conformation is more hydrophilic (compared to the one without the ligand),
while the second conformation stays in a hydrophobic region (Aiso of 44.7 MHz and 40.5 MHz). These
findings suggest that in the double mutant sample, the NPY ligand approaches to the receptor from
the polar head groups of the lipids from bicelle (Figure S7).
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Table 2. EPR spectral simulation data of single spin labeled Y2R by MTSL and IDSL at extracellular
(ECL), intracellular (ICL) and transmembrane (TM) positions. The hyperfine tensor and isotropic
hyperfine couplings and the rotational correlation times are given in MHz and nanoseconds, respectively.

MTSL IDSL

Conformation1 Conformation2 Conformation1 Conformation2

A2025.21C (ECL)

[Ax, Ay, Az]
Aiso

[18.5, 18.3, 108.0]
48.3

[18.5, 15.3, 95.7]
43.2

[18.5, 18.3, 98.3]
45.0

[18.5, 15.3, 88.7]
40.8

τc 5.5 4.7 9.9 2.9
Pop% 75.2 23.6 63.5 30.7

L3007.26C (ECL)

[Ax, Ay, Az]
Aiso

[18.5, 18.3, 108.0]
48.3

[19.5, 15.3, 95.7]
43.5

[18.5, 14.3, 95.0]
42.6

[15.5, 15.3, 93.7]
41.5

τc 5.1 4.4 35.9 4.7
Pop% 77.7 21.5 64.4 34.0

R2626.29C (ICL)

[Ax, Ay, Az]
Aiso

[16.5, 18.3, 106.0]
46.9

[16.5, 16.3, 95.7]
42.8

[14.5, 15.3, 93.0]
40.9

[15.3, 15.3, 90.7]
40.4

τc 15.6 6.6 36.3 4.3
Pop% 49.6 49.3 80.7 18.2

C1513.53 (ICL)

[Ax, Ay, Az]
Aiso

[19.5, 15.3, 106.8]
47.2

[19.5, 15.3, 95.7]
43.5

[19.5, 14.3, 95.8]
43.2

[18.5, 18.3, 90.7]
42.5

τc 6.0 2.6 15.3 4.9
Pop% 85.3 14.2 87.2 11.5

C3167.44 (TM)

[Ax, Ay, Az]
Aiso

[19.5, 14.3, 111.0]
48.3

[19.5, 15.3, 95.7]
43.5

[19.5, 14.3, 95.0]
42.9

[18.5, 15.3, 95.7]
43.2

τc 5.7 1.1 15.3 4.7
Pop% 93.7 6.2 82.2 16.7

2.4. Pulsed EPR Measurement on the Double Mutated C1513.53/C3167.44

DEER measurements on the Y2R double cysteine mutant were performed using IDSL,
since insufficient labeling efficiency of the double mutation using MTSL did not allow for meaningful
DEER measurements. As observed from CW-EPR spectra, the imidazole nitroxide IDSL has generated
strongly hindered motion of the nitroxide, which suggests the nitroxide spin labels take on specific
orientations in the molecular frame of the receptor. Therefore, we performed DEER measurements by
putting the observer frequency at three different positions of the echo detected (ED) spectrum. It is well
known that the ED spectrum of nitroxides is strongly affected by the anisotropy of the 14N hyperfine
coupling, which means that by a change in the observer (detection) position, spectra corresponding to
different orientations of the spin-label are observed, in case of an orientation preference. Setting the
observer frequency at the lower edge of the nitroxide ED signal (∆ν = 80 MHz) resulted in the best
signal to noise ratio (SNR) while the choice of ∆ν = 40 MHz produced the poorest SNR. DEER time
traces of the three offset positions for the Y2R double cysteine mutant with NPY are shown in Figure 7.
The measurements on the labeled receptor without the ligand NPY could be performed only at offsets
of 62 and 80 MHz, where acceptable SNR were obtained. DEER measurements resulted in signals not
only originating from the intended intramolecular distances between spin-labels at C1513.53/C3167.44,
but also between each of these residues and label reacting with the free cysteines of the incompletely
formed disulfide bridge, resulting in a multi-spin system. Therefore, we refrain from further analysis
of DEER data.
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Figure 7. Labeling with IDSL promotes orientation selectivity: (a) Echo detected spectrum of the Y2R
double cysteine mutant C1513.53/C3167.44 measured at 50 K. At X-band frequencies the z-direction
of the 14N hyperfine tensor is resolved (shown in green, indicated by Azz). The arrows show
different positions of the observer frequencies at 40, 62 and 80 MHz. (b) DEER time traces of the
Y2R_∆4Cys_(C1513.53/C3167.44) in the presence of NPY ligand at different offsets in equimolar amounts.
The poor quality of the signal at an observer frequency of ∆ν = 40 MHz indicates that the parallel
component of the hyperfine tensor has the least contribution in to the DEER time trace.

Nonetheless, we observed differences not only due to the orientation preference of the spin labels,
but also various states of receptor with and without the presence of its ligand NPY. The corresponding
DEER time traces are given in Figure 8 and Figure S8. In an initial estimation, the presence of NPY
promotes shorter individual distances, confirmed by using the validation tool described in methods
(cf. Section 4.8.2 and Figure S9) we obtain a mean distance ~3.7–3.9 nm for the complex of receptor and
ligand. For the receptor, this value increases to 4.5 nm. Whether this is a true structural effect, or only
due to additional labeling of cysteines supposed to be involved in forming disulfide bonds, which is
different in the apo- and the NPY -bound state (cf. Section 4.8.1), cannot be answered unambiguously.
A comprehensive picture of the resulting distance distribution will be subject to further extensive
studies. However, based on the presented study, numerous distances between diverse receptor sites
and from different receptor states can be obtained, which, together with the DEER data, will facilitate
modelling of the distance distributions.
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background corrected DEER time traces with their fit (solid line) (in center) and the corresponding
distance distributions (right). The upper panel shows the DEER data measured at 62 MHz (a–c).
The DEER data at 80 MHz offset are given in the lower panel (d–f).

3. Conclusions

The understanding of the dynamic nature of GPCRs and changes in their conformational
equilibrium during the signal transduction pathways through the membrane is one prerequisite for the
development of efficient pharmaceuticals. EPR spectroscopy based on nitroxide spin labels coupled
to cysteines introduced into the receptor can provide information about intra- and intermolecular
distances, site-specific mobility and polarity, as well as conformational distributions. To gain a more
complete picture, it is helpful to introduce labels at different receptor sites, which are sensitive to
conformational changes. While labels at the intracellular side of GPCRs have provided important
findings about structural changes of receptors upon activation, information from labels at the TM
region or the extracellular side are rare [12,26]. TM regions are often difficult to label, because of
the hydrophobicity of the 7-TM helical bundle and its surrounding membrane. Introducing cysteine
residues at the extracellular side often leads to misfolded and non-functional receptor molecules.

Here, we identified and characterized five positions in Y2R for introducing cysteines and nitroxide
spin labeling which are well distributed over the important receptor regions and well tolerated for
receptor folding. Two of these positions are on the extracellular side, two on the intracellular side,
and one in the TM region. All five Y2R mutants were expressed in E. coli and functionally reconstituted
into the membrane environment with milligram amounts of proteins. A protocol for efficient spin
labeling is presented and CW-EPR spectra of the Y2R mutants labeled with either MTSL or IDSL were
recorded, displaying differences in the mobility of the labels at the different sites.

Finally, double cysteine mutants were generated and the efficiency of DEER measurements was
examined for the future applications in structural studies of Y2R. However, methods to achieve 100%
labeling while retaining the desired disulfide bonds are needed in order to eliminate interference
multi-spin effects. Nevertheless, especially labeling the positions on the extracellular receptor side
overcomes limitations in previous studies and holds the promise of determining intermolecular
distances between peptide ligands and the receptor using spin labeled peptides. That methodology
could be applicable to peptide-binding receptors generally.
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4. Materials and Methods

4.1. Materials

DMPC and DHPC-c7 for bicelle preparation were obtained from Avanti Polar Lipids, Alabaster, AL,
USA. The nitroxide spin labels MTSL was purchased from Santa Cruz Biotechnology (Cat# sc-208677)
and IDSL from ENZO (Cat# ALX-430-120).

4.2. Peptide Synthesis

The ligand NPY (YPSKPDNPGEDAPAEDLARYYSALRHYINLITRQRY–NH2) was obtained from
automated Fmoc/tertButyl solid-state peptide synthesis (SPPS) in 15 µM scale on Rink amide resin,
cleaved from the resin and purified to >95% as described previously [36]. For application in binding
assays, a fluorescent peptide variant was generated. To this end, 5/6-carboxy-tetramethylrhodamine
(TAMRA) was attached to the free N-terminus on resin after automated SPPS, by using
2 equivalents each of the fluorescence dye (free acid), O-(7-azabenzotriazole-1-yl)-1,1,3,3-
tetramethyluronium-hexafluorophosphate (HATU) and N,N-diisopropylethylamine (DIPEA) in 300 µL
dimethylformamide (DMF) for 3 h at room temperature.

4.3. Generation of Plasmids

Cysteines were introduced as single mutations (C1513.53, A2025.21C, R2626.29C, L3007.28C and
C3167.44) or pairwise as double mutations (C1513.53/C3167.44) into a cysteine-depleted Y2R base mutant
(Y2R_C581.40A_C1032.57S_C1513.53S_C2726.39A_C3167.44A_C3427.70A; in either eukaryotic expression
vector eYFP_N1 or vector for prokaryotic expression 8xHis_pET41b [35] by site-directed mutagenesis
(QuikChange®, Stratagene, Agilent, Santa Clara, CA, USA). Sequence accuracy was confirmed by
Sanger DNA sequencing. Residue nomenclature follows Ballesteros and Weinstein [37].

4.4. Cell Culture Studies

Cell culture materials were purchased from PAA (Pasching, Austria) and plastics from TPP
(Trasadingen, Switzerland). HEK293 cells were grown in Dulbecco’s modified Eagle’s medium/Ham’s
F12 nutrient mix (DMEM/Ham’s F12) supplemented with 15% (v/v) fetal calf serum (FCS). COS-7
cells were cultivated in DMEM + 10% FCS. All cells were kept as monolayers at 37 ◦C, 5% CO2 in
humidified atmosphere.

4.4.1. Live-Cell Fluorescence Microscopy

Correct expression and subcellular localization of the receptor mutants was investigated in
HEK293 cells. HEK293 cells were seeded onto µ-slides (IBIDItreat, Martinsried, Germany). At 70%
confluence, the cells were transfected with 500 ng plasmid DNA encoding a genetic fusion of the
indicated Y2R variant with eYFP (eYFP_N1 vector) using Lipofectamine2000 (Invitrogen, Carlsbad, CA,
USA) according to the manufacturer’s instructions. 16–24 h post transfection, nuclei were stained with
Hoechst33342, and the cells were imaged using an Axiovert Observer Z1 microscope with automatic
light exposure (with Apotome, Plan-Apochromat 63x/1.40 Oil DIC objective, filter sets 02 (365/420),
46(500/535); Carl Zeiss, Jena, Germany).

4.4.2. Signal Transduction via Chimeric Gα∆6qi4myr

Activity of the Y2R mutants was tested in the inositol phosphate signal transduction experiments.
In this assay set-up, a chimeric Gα∆6qi4myr protein is co-transfected to redirect the endogenous Gi/o
signaling to the phospholipid C pathway [44,45]. A detailed protocol is described elsewhere [35]. Briefly,
COS7 cells were transiently transfected with plasmids encoding the indicated Y2R variant (eYFP_N1
vector) and the chimeric G protein. The cells were labeled with 2 µCi/mL 3H-myo-inositol (Perkin
Elmer, Waltham, MA, USA) overnight, stimulated with different concentration of peptide for 90 min,
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and 3H-inositol phosphates were isolated from the cell lysates by anion-exchange chromatography
and measured by liquid scintillation counting. Concentration–response curves are the mean of
>2 independent experiments performed in technical duplicate and were analyzed with GraphPad
Prism 5.03 (GraphPad Software, San Diego, CA, USA) using a three-parameter sigmoidal fit with fixed
Hill coefficient (nH = 1).

4.4.3. Signal Transduction via Endogenous Gαi/o

Signal transduction of selected Y2R variants with single cysteines introduced to intracellular
regions of the receptor was also assayed in a reporter gene assay based on endogenous Gi/o
(OneGloTM luciferase reporter gene assay, Promega, Madison, WI, USA). Plasmids encoding the
indicated receptor variant (4 µg, eYFP_N1 vector) and luciferase reporter pGL4.29[luc2P/CRE/Hygro]
(4 µg) were cotransfected into 70% confluent HEK293 cells in 6-well plates using Lipofectamine2000
(Life Technologies, Thermo Fisher Scientific, Carlsbad, CA, USA) lipofection reagent according to
manufacturer’s instructions. One day post transfection, the cells were re-seeded onto poly-D-lysine
coated 96-well plates (white, clear bottom; 125,000 cells/well), and grown for another day. Prior to
stimulation, the cells were starved for 1 h in serum-free medium, and stimulated with varying NPY
concentrations (10-11 M – 10-5 M) in serum-free medium for 2 h. The peptide solutions were removed
and the cells were incubated with 1 µM forskolin (Sigma-Aldrich, St. Louis, MO, USA) for 2 h. The cells
were washed once, 30 µL serum-free medium/well was added and the cells were equilibrated to room
temperature for 10 min. Subsequently, 30 µL OneGlo reagent/well (room temperature) was added, and
incubated 5 min in the dark before measuring luminescence in a plate reader (Tecan Infinite 200, Tecan,
Männedorf, Switzerland). Concentration-response curves are the mean of >2 independent experiments
performed in technical triplicate and were analyzed with GraphPad Prism 5.03 (GraphPad Software,
San Diego, CA, USA) using a three-parameter sigmoidal fit with fixed Hill coefficient (nH = 1).

4.4.4. Radioligand Binding Assays

The affinity (Kd) and number of binding sites (Bmax) of selected Y2R variants was determined by
radioligand binding assays using 125I-PYY (Perkin Elmer, Waltham, MA, USA) as described [46].

4.5. Y2R Expression and Purification

Y2R receptor mutants, C-terminally flanked with a poly-8-His-tag, were expressed in E.coli
RosettaTM (DH3)pLysS or NiCo21(DH3) strains as inclusion bodies during a fed-batch fermentation
run in defined minimal salt medium as described previously [33]. Purification of inclusion bodies,
protein solubilization in SDS and DTT containing buffer and the His-tag based IMAC purification of
the unfolded receptor proteins, were done according to the well-established standard protocol [47].

4.6. In Vitro Folding and Nitroxide Spin Labeling of the Y2R-Variants

The refolding of the Y2R variants into a functional state was performed according to a three-step
folding protocol as described before [34]. Briefly, in the first step the extracellular disulfide bridge is
formed using a glutathione redox shuffling system within a dialysis process of the purified receptor
against degassed buffer, containing 50 mM sodium phosphate at pH 8.5, 1 mM SDS, 1 mM EDTA,
0.2 mM reduced glutathione and 0.1 mM oxidized glutathione at room temperature for 72 h using
dialysis tubing with 6–8 kDa cut-off. Next, fresh bicelles consisting of DMPC and DHPC in a molar
ratio of 1: 4 DMPC: DHPC (q-value: 0.25) were prepared in 50 mM sodium phosphate buffer, pH 7.
The second in vitro folding step comprised the reconstitution of the receptor sample into the prepared
DMPC/DHPC-bicelles in a molar ratio of 1:180 Y2R: DMPC, whereby both solutions were carefully
mixed and subsequently integrated into the membrane system during three cycles of fast-temperature
changes from 42 ◦C to 0 ◦C, with an incubation time of 20 min each. In step three, the excess of the SDS
and DHPC were removed to concentrate the receptor in large, non-isotropic bicelles (q > 10) by using
50 mg/mL BioBeadsSM2. The BioBeads were added at least twice and incubated at room temperature
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while shaking in the dark until the solution became turbid. Finally, the BioBeads were removed and
the sample intensively washed three times by centrifugation and re-suspension of the pellet with 1
mL 50 mM sodium phosphate, pH 7, to purify it from remaining glutathione and EDTA. Nitroxide
spin labeling was achieved by adding MTSL to the respective receptor sample in three steps with
a 10-fold molecular excess in each step. The first two steps were followed by an incubation period
of two hours at room temperature and after the third step the samples were incubated overnight at
4 ◦C. Finally, the reconstituted receptor was pelleted by centrifugation (8 min, 4 ◦C, 21,500× g) and
re-suspended in sodium phosphate buffer pH 7 eight times to ensured complete removal of free MTSL.
The receptor concentration was measured by UV-vis spectroscopy at a NanoDrop system at 280 nm
absorption, after dilution of the sample in a 5 or 10-fold volume of 50 mM sodium phosphate buffer,
pH 8, containing 15 mM SDS.

4.7. Flourescence Spectroscopy

The assessment of disulfide bridge formation and effective spin labeling was performed
by the coupling of a thiol-specific fluorochrome N-(4(7-diethylamino-4-methyl-3-coumarinyl)
phenyl)maleimide (CPM) to free cysteines. CPM was dissolved in DMSO to a final stock concentration
of 4 mg/mL. The CPM stock solution was diluted 40-fold with 50 mM sodium phosphate buffer pH 7
to a concentration of 0.1 mg/mL just prior to the experiment. From the receptor samples, collected
at certain time points during sample preparation, a total amount of 10 µg protein was re-suspended
in 15 mM SDS containing 50 mM sodium phosphate buffer, pH 7 to a final volume of 720 µL. The
receptor samples were subsequently mixed with 60 µL of the prepared CPM solution and incubated at
room temperature in the dark for 15 min. Fluorescence intensities were determined on FluoroMax-2
(JOBIN YVON) in a 10 mm quartz cuvette with an excitation wavelength of 387 nm, scanning emission
wavelength from 450 to 500 nm, and an integration time of 0.5 s. All samples were scanned three times
at 20 ◦C.

4.8. EPR-Spectroscopy

4.8.1. CW-EPR Spectroscopy

The final sample preparation was performed as follows: (1) Receptor samples in the apo-state
were stored as pellets at −20 ◦C and directly before the measurements re-suspended in 50 mM sodium
phosphate pH 7 to reach a final concentration of 200–250µM. (2) To prepare samples in the ligand-bound
state, receptor pellets were re-suspended with a solution containing the native ligand NPY in a molar
ratio of 1:2 (Y2R: NPY) and incubated overnight at 4 ◦C in the dark. Afterwards the samples were
pelleted, frozen and dissolved like the receptor samples in the apo-state.

X-Band (~9.4 GHz) CW-EPR measurements were performed on a Magnettech MiniScope MS400
benchtop spectrometer (Magnettech, Berlin, Germany) at room temperature. EPR spectra were recorded
using a microwave power of 3.16 mW, 100 kHz modulation frequency, a modulation amplitude of
0.2 mT and 4096 points. The final spectra were accumulated from 10 scans, each acquired in 60 s.

Low temperature (100 K) Q-band CW-EPR (34 GHz) measurements were conducted on a Bruker
EMX-plusQ spectrometer, using an ER5106QT resonator. Microwave power was set to 2.3 mW and a
modulation amplitude of 0.15 mT was used during measurements. The modulation frequency was
set to 100 kHz. A Sumitomo cryo compressor-F70 was used for cooling together with a Mercury iTC
(Oxford Instruments) to control the temperature.

EPR spectra were simulated based on the spin Hamiltonian using the easyspin software package
(release 5.2.25) [48]. Natural abundancies of the nuclei were used throughout the simulations.
The principal values of the g-tensor were chosen according to the values reported for hydrophobic
media [49–51] as the follows: gzz = 2.0023, gyy = 2.0062 and gxx = 2.0089.

A three-component system was considered for simulations, containing immobile and mobile
components and free (non-bound) spin label. Therefore, we could estimate the hyperfine couplings,



Molecules 2020, 25, 4143 17 of 21

rotational correlation times and population of each of these components, using the double integral
value for the latter. The errors of the simulations were calculated based on root-mean square difference
(RMSD) between experimental and simulated spectra. For MTSL, the error was in the range of 9–12%.
As expected, in case of IDSL spectral simulation, a bigger error value was obtained (15–20%) since the
residual fractions (shown by an asterisk in Figure 6) of the IDSL were not considered in the simulation.
None of these error values promotes significant changes on the final isotropic hyperfine values and
therefore the spin label moiety.

The labeling efficiency of all mutants were obtained by comparing their double integral value
with that of a free spin label in buffer with a known concentration of 200 µM and by considering the
measurement conditions, such as microwave power, modulation amplitude and receiver gain. Labeling
efficiencies for MTSL single mutants were found as A2025.21 (81%), L3007.26C (100%), R2626.29 (81%),
C1513.53 (100%) and C3167.44 (80%). The values for IDSL single mutants were estimated as A2025.21

(60%), L3007.26C (43%), R2626.29 (24%), C1513.53 (31%) and C3167.44 (44%). Using the same method and
considering that indeed in the double mutants are four spin centres in the sample, we found labeling
efficiencies of 100% and 25% for the sample with and without NPY, respectively.

The rotational correlation times were assessed using an isotropic model [52] in which,
the Di (i = (x,y,z)) are the principal elements of the diffusion tensor.

τc =

 1
6 3
√

DxDyDz


4.8.2. DEER Experiments

For DEER experiments, a 3-step in-vitro folding protocol for enhanced nitroxide spin labeling
was established. After the first dialysis step of disulfide bridge formation, the sample was dialyzed
against the same buffer conditions for 24 h, excluding the glutathione-shuffling system to avoid
cross-reactions during the spin labeling process. Subsequently, the respective receptor sample was
incubated three times with a 10-fold molar excess of IDSL for 2 h in the first two incubation periods
and finally over night at room temperature with rotation, always in the absence of light. Thereafter
sample preparation followed the standard protocol, except that a higher receptor: DMPC ratio of 1:400
was used. Furthermore, after the final reconstitution steps, the Y2R_∆4Cys_(C1513.53/C3167.44) was
additionally incubated with the nitroxide spin label overnight at 4 ◦C to enhance the labeling efficacy.
To investigate the ligand-bound state, NPY was added to the receptor solution in a 2-fold molar excess
in the overnight IDSL-labeling step. Subsequently, the samples were pelleted and re-suspended eight
times as described in Section 4.6 to remove free spin label as well as free NPY and were concentrated to
250 µM in 50 mM NaP, pH 7. The NPY-bound receptor was then incubated one more time for 15 min
with NPY at room temperature. Finally, the samples were mixed with 20% glycerol, flash frozen in
liquid nitrogen in 3 mm (outer diameter) EPR quartz tubes (Qsil, Germany) and stored at −80 ◦C.

X-band (~9.4 GHz) pulsed EPR measurements were performed on a Bruker Elexsys E580
spectrometer equipped with a 3 mm Flexline split-ring resonator (ER4118X-MS3-Bruker Biospin
GmbH, Karlsruhe, Germany). The resonator could be over-coupled to Q~100. The pulses were
amplified by a 1 kW pulsed travelling wave tube (TWT) amplifier (Applied system Engineering, TX,
US, Model117). Echo detected field sweep (Electron Spin Echo-ESE), T2 relaxation measurements and
DEER measurements were recorded at 50 K which is achieved by a closed cycle cryostat (ARS-4WH,
www.arscryo.com) and a lake Shore Cryotronics temperature controller (Westerville, OH, USA). ESE
spectra were obtained with the conventional two-pulse echo sequence π/2-t-π (t = 176 ns) in which
the echo intensity is monitored as a function of the magnetic field. A conventional four pulsed
DEER sequence is used for the measurements; π/2(observer) -t1-π(νobserver)-t-π(νpump)-(t1 + t2 −

t)-π(νobserver)-t2 – echo. The length of both π and π/2 pulses for the observer sequence were 32 ns to
assure equal excitation bandwidths. The length of the pump pulse was 12 ns. The initial t1 was set
to 180 ns. To supress the nuclear modulation effects, they were averaged in 8 ns steps. Time traces

www.arscryo.com
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were recorded for a t2 of 1.5 µs. The pump pulse was set to the maximum of the nitroxide field sweep
spectrum, while the observer frequency was set on the low field shoulder at three different position
(offset frequency (∆ν) = 40, 62 and 80 MHz) to examine the orientation selectivity induced by the spin
label, IDSL. Each measurement took about 24 h corresponding to 1800–2000 scans for each time trace.

DEER time traces and error analysis of the obtained distance distributions were processed with
the MATLAB-based (release: R2016a) DEER Analysis package developed by Jeschke and co-workers
(release: 2016) [53]. The background of the original DEER time traces was corrected using stretched
exponential functions with homogeneous dimensions. The effect of uncertainty of background
dimensionality (11 trials) and background starting time (21 trials) were examined using the validation
tool, as implemented in DEERAnalysis, resulted in a background dimensionality of 3.0 for two samples.
The Tikhonov regularization was used to extract distance distributions from the background corrected
time with a regularization parameter of α = 100 for all measurements. To account for the contribution
of the multi-spin effects in the distance distributions and suppression of the artefacts, the ghost
suppression option for four spins was used throughout the data analysis.

4.9. Analysis Tools

GPCR structure was visualized using the PyMOL software (PymolTM Educational Product,
copyright© 2010 Schodinger, LLC).

Supplementary Materials: The following are available online, Figure S1: Investigation of further extracellular
cysteine mutations to identify possibly spin labeling sites. Figure S2: Positional scan to identify suitable positions
for cysteine introduction. Figure S3: Detailed characterization of Y2R Cys-dpl + R6.29C/R6.30C. Figure S4: Room
temperature X-band EPR spectra of the used spin labels in NaP buffer. Figure S5 (a–c): Room temperature X-band
EPR spectra of the single mutants labeled with MTSL and IDSL in the presence and absence of NPY ligand for
(a) intracellular, (b) extracellular and (c) transmembrane positions. Figure S6: Overlaid low temperature (100K)
Q-band CW-EPR spectra of the two extracellular and 22 transmembrane positions and labeled with MTSL in
the presence and absence of the NPY ligand. Figure S7: Room temperature CW-EPR experimental (black) and
simulated (red) spectra of double mutants, 24 labeled with IDSL. With and without the NPY ligand. Figure S8:
DEER measurements of the Y2 receptor at different offsets in the presence of NPY at 40MHz. Figure S9: The
influence of uncertainties of the background correction and dimensionality on the distance 27 distributions in the
presence and absence of NPY ligand at different offsets.

Author Contributions: Conceptualization, P.S. and J.M.L.; methodology, P.S., J.M.L., H.H.H. and A.K.;
investigation, J.M.L., H.H.H., A.K. and U.K.; writing—original draft preparation, P.S. and J.M.L.; writing—review
and editing, H.H.H, A.K., U.K., D.H. and A.G.B.-S. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by the Deutsche Forschungsgemeinschaft (DFG, German Research Foundation)
trough CRC1423, project number 421152132, subprojects A03, A04, and B03. This research was financially supported
by financial support from the state of Saxony-Anhalt (European Regional Development Fund—ERDF grant
ZS/2016/06/79740).

Acknowledgments: We thank Heike Schimm (MLU/Halle) for technical support with EPR instruments.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Capper, M.J.; Wacker, D. How the ubiquitous GPCR receptor family selectively activates signalling pathways.
Nature 2018, 558, 529–530. [CrossRef] [PubMed]

2. Hilger, D.; Masureel, M.; Kobilka, B.K. Structure and dynamics of GPCR signaling complexes. Nat. Struct.
Mol. Biol. 2018, 25, 4–12. [CrossRef] [PubMed]

3. Wu, F.; Song, G.; de Graaf, C.; Stevens, R.C. Structure and Function of Peptide-Binding G Protein-Coupled
Receptors. J. Mol. Biol. 2017, 429, 2726–2745. [CrossRef] [PubMed]

4. Kobilka, B.; Schertler, G.F. New G-protein-coupled receptor crystal structures: Insights and limitations.
Trends Pharmacol. Sci. 2008, 29, 79–83. [CrossRef] [PubMed]

5. Zhang, Y.; Sun, B.; Feng, D.; Hu, H.; Chu, M.; Qu, Q.; Tarrasch, J.T.; Li, S.; Sun, K.T.; Kobilka, B.K.; et al.
Cryo-EM structure of the activated GLP-1 receptor in complex with a G protein. Nature 2017, 546, 248–253.
[CrossRef]

http://dx.doi.org/10.1038/d41586-018-05503-4
http://www.ncbi.nlm.nih.gov/pubmed/29946098
http://dx.doi.org/10.1038/s41594-017-0011-7
http://www.ncbi.nlm.nih.gov/pubmed/29323277
http://dx.doi.org/10.1016/j.jmb.2017.06.022
http://www.ncbi.nlm.nih.gov/pubmed/28705763
http://dx.doi.org/10.1016/j.tips.2007.11.009
http://www.ncbi.nlm.nih.gov/pubmed/18194818
http://dx.doi.org/10.1038/nature22394


Molecules 2020, 25, 4143 19 of 21

6. Liang, Y.L.; Khoshouei, M.; Radjainia, M.; Zhang, Y.; Glukhova, A.; Tarrasch, J.; Thal, D.M.; Furness, S.G.B.;
Christopoulos, G.; Coudrat, T.; et al. Phase-plate cryo-EM structure of a class B GPCR-G-protein complex.
Nature 2017, 546, 118–123. [CrossRef]

7. Manglik, A.; Kruse, A.C. Structural Basis for G Protein-Coupled Receptor Activation. Biochemistry 2017, 56,
5628–5634. [CrossRef]

8. Horst, R.; Liu, J.J.; Stevens, R.C.; Wuthrich, K. beta(2)-adrenergic receptor activation by agonists studied with
(1)(9)F NMR spectroscopy. Angew. Chem. Int. Ed. Engl. 2013, 52, 10762–10765. [CrossRef] [PubMed]

9. Okude, J.; Ueda, T.; Kofuku, Y.; Sato, M.; Nobuyama, N.; Kondo, K.; Shiraishi, Y.; Mizumura, T.; Onishi, K.;
Natsume, M.; et al. Identification of a Conformational Equilibrium That Determines the Efficacy and
Functional Selectivity of the mu-Opioid Receptor. Angew. Chem. Int. Ed. Engl. 2015, 54, 15771–15776.
[CrossRef]

10. Solt, A.S.; Bostock, M.J.; Shrestha, B.; Kumar, P.; Warne, T.; Tate, C.G.; Nietlispach, D. Insight into
partial agonism by observing multiple equilibria for ligand-bound and Gs-mimetic nanobody-bound
beta1-adrenergic receptor. Nat. Commun. 2017, 8, 1795. [CrossRef]

11. Krug, U.; Gloge, A.; Schmidt, P.; Becker-Baldus, J.; Bernhard, F.; Kaiser, A.; Montag, C.; Gauglitz, M.;
Vishnivetskiy, S.A.; Gurevich, V.V.; et al. The Conformational Equilibrium of the Neuropeptide Y2 Receptor
in Bilayer Membranes. Angew. Chem. Int. Ed. Engl. 2020.

12. Manglik, A.; Kim, T.H.; Masureel, M.; Altenbach, C.; Yang, Z.; Hilger, D.; Lerch, M.T.; Kobilka, T.S.; Thian, F.S.;
Hubbell, W.L.; et al. Structural Insights into the Dynamic Process of beta2-Adrenergic Receptor Signaling.
Cell 2015, 161, 1101–1111. [CrossRef] [PubMed]

13. Hubbell, W.L.; Altenbach, C.; Hubbell, C.M.; Khorana, H.G. Rhodopsin structure, dynamics, and activation: A
perspective from crystallography, site-directed spin labeling, sulfhydryl reactivity, and disulfide cross-linking.
Adv. Protein Chem. 2003, 63, 243–290. [PubMed]

14. Steinhoff, H.J. A simple method for determination of rotational correlation times and separation of rotational
and polarity effects from EPR spectra of spin-labeled biomolecules in a wide correlation time range. J.
Biochem. Biophys. Methods 1988, 17, 237–247. [CrossRef]

15. Hubbell, W.L.; Cafiso, D.S.; Altenbach, C. Identifying conformational changes with site-directed spin labeling.
Nat. Struct. Biol. 2000, 7, 735–739. [CrossRef]

16. Jeschke, G. DEER distance measurements on proteins. Ann. Rev. Phys. Chem. 2012, 63, 419–446. [CrossRef]
17. Hinderberger, D.; Jeschke, G. Site-Specific Characterization of Structure and Dynamics of Complex Materials

by EPR Spin Probes. Mod. Magn. Reson. 2006, 1529–1537. [CrossRef]
18. Schiemann, O.; Prisner, T.F. Long-range distance determinations in biomacromolecules by EPR spectroscopy.

Q. Rev. Biophys. 2007, 40, 1–53. [CrossRef]
19. Toledo, W.D.; Khramtsov, V.V.; Cascio, D.; Altenbach, C.; Hubbell, W.L. Structure and dynamics of an

imidazoline nitroxide side chain with strongly hindered internal motion in proteins. J. Magn. Reson. 2013,
232, 53–61. [CrossRef]

20. Martin, R.E.; Pannier, M.; Diederich, F.; Gramlich, V.; Hubrich, M.; Spiess, H.W. Determination of End-to-End
Distances in a Series of TEMPO Diradicals of up to 2.8 nm Length with a New Four-Pulse Double Electron
Electron Resonance Experiment. Angew. Chem. Int. Ed. Engl. 1998, 37, 2833–2837. [CrossRef]

21. Junk, M.J.; Spiess, H.W.; Hinderberger, D. DEER in biological multispin-systems: A case study on the fatty
acid binding to human serum albumin. J. Magn. Reson. 2011, 210, 210–217. [CrossRef] [PubMed]

22. Milov, A.D.; Salikhov, K.M.; Shirov, M.D. Application of ELDOR in electron-spin echo for paramagnetic
center space distribution in solids. Fiz. Tverd. Tela 1981, 23, 975–982.

23. Schiemann, O.; Weber, A.; Edwards, T.E.; Prisner, T.F.; Sigurdsson, S.T. Nanometer distance measurements
on RNA using PELDOR. J. Am. Chem. Soc. 2003, 125, 3434–3435. [CrossRef] [PubMed]

24. Haeri, H.H.; Blaffert, J.; Schöffmann, F.A.; Blech, M.; Hartl, J.; Garidel, P.; Hinderberger, D. Concentration
Effects in the Interaction of Monoclonal Antibodies (mAbs) with their Immediate Environment Characterized
by EPR Spectroscopy. Molecules 2019, 24, 2528. [CrossRef]

25. Altenbach, C.; Kusnetzow, A.K.; Ernst, O.P.; Hofmann, K.P.; Hubbell, W.L. High-resolution distance mapping
in rhodopsin reveals the pattern of helix movement due to activation. Proc. Natl. Acad. Sci. USA 2008, 105,
7439–7444. [CrossRef]

http://dx.doi.org/10.1038/nature22327
http://dx.doi.org/10.1021/acs.biochem.7b00747
http://dx.doi.org/10.1002/anie.201305286
http://www.ncbi.nlm.nih.gov/pubmed/23956158
http://dx.doi.org/10.1002/anie.201508794
http://dx.doi.org/10.1038/s41467-017-02008-y
http://dx.doi.org/10.1016/j.cell.2015.04.043
http://www.ncbi.nlm.nih.gov/pubmed/25981665
http://www.ncbi.nlm.nih.gov/pubmed/12629973
http://dx.doi.org/10.1016/0165-022X(88)90047-4
http://dx.doi.org/10.1038/78956
http://dx.doi.org/10.1146/annurev-physchem-032511-143716
http://dx.doi.org/10.1002/chin.200834276
http://dx.doi.org/10.1017/S003358350700460X
http://dx.doi.org/10.1016/j.jmr.2013.04.013
http://dx.doi.org/10.1002/(SICI)1521-3773(19981102)37:20&lt;2833::AID-ANIE2833&gt;3.0.CO;2-7
http://dx.doi.org/10.1016/j.jmr.2011.03.003
http://www.ncbi.nlm.nih.gov/pubmed/21450500
http://dx.doi.org/10.1021/ja0274610
http://www.ncbi.nlm.nih.gov/pubmed/12643697
http://dx.doi.org/10.3390/molecules24142528
http://dx.doi.org/10.1073/pnas.0802515105


Molecules 2020, 25, 4143 20 of 21

26. Wingler, L.M.; Elgeti, M.; Hilger, D.; Latorraca, N.R.; Lerch, M.T.; Staus, D.P.; Dror, R.O.; Kobilka, B.K.;
Hubbell, W.L.; Lefkowitz, R.J. Angiotensin Analogs with Divergent Bias Stabilize Distinct Receptor
Conformations. Cell 2019, 176, 468–478. [CrossRef]

27. Klare, J.P. Site-directed spin labeling EPR spectroscopy in protein research. Biol. Chem. 2013, 394, 1281–1300.
[CrossRef]

28. Columbus, L.; Hubbell, W.L. A new spin on protein dynamics. Trends Biochem. Sci. 2002, 27, 288–295.
[CrossRef]

29. Kusnetzow, A.K.; Altenbach, C.; Hubbell, W.L. Conformational states and dynamics of rhodopsin in micelles
and bilayers. Biochemistry 2006, 45, 5538–5550. [CrossRef]

30. Junk, M.J.; Spiess, H.W.; Hinderberger, D. Characterization of the Solution Structure of Human Serum
Albumin Loaded with a Metal Porphyrin and Fatty Acids. Biophys. J. 2011, 100, 2293–2301. [CrossRef]

31. Pedragosa-Badia, X.; Stichel, J.; Beck-Sickinger, A.G. Neuropeptide Y receptors: How to get subtype selectivity.
Front. Endocrinol.(Lausanne) 2013, 4, 5. [CrossRef] [PubMed]

32. Lindner, D.; Stichel, J.; Beck-Sickinger, A.G. Molecular recognition of the NPY hormone family by their
receptors. Nutrition 2008, 24, 907–917. [CrossRef] [PubMed]

33. Schmidt, P.; Berger, C.; Scheidt, H.A.; Berndt, S.; Bunge, A.; Beck-Sickinger, A.G.; Huster, D. A reconstitution
protocol for the in vitro folded human G protein-coupled Y2 receptor into lipid environment. Biophys. Chem.
2010, 150, 29–36. [CrossRef] [PubMed]

34. Schmidt, P.; Bender, B.J.; Kaiser, A.; Gulati, K.; Scheidt, H.A.; Hamm, H.E.; Meiler, J.; Beck-Sickinger, A.G.;
Huster, D. Improved in Vitro Folding of the Y2 G Protein-Coupled Receptor into Bicelles. Front. Mol. Biosci.
2017, 4, 100. [CrossRef] [PubMed]

35. Witte, K.; Kaiser, A.; Schmidt, P.; Splith, V.; Thomas, L.; Berndt, S.; Huster, D.; Beck-Sickinger, A.G. Oxidative
in vitro folding of a cysteine deficient variant of the G protein-coupled neuropeptide Y receptor type 2
improves stability at high concentration. Biol. Chem. 2013, 394, 1045–1056. [CrossRef] [PubMed]

36. Kaiser, A.; Muller, P.; Zellmann, T.; Scheidt, H.A.; Thomas, L.; Bosse, M.; Meier, R.; Meiler, J.; Huster, D.;
Beck-Sickinger, A.G.; et al. Unwinding of the C-Terminal Residues of Neuropeptide Y is critical for Y(2)
Receptor Binding and Activation. Angew. Chem. Int. Ed. Engl. 2015, 54, 7446–7449. [CrossRef]

37. Ballesteros, J.A.; Weinstein, H. Integrated methods for the construction of three-dimensional models and
computational probing of structure-function relations in G protein-coupled receptors. Methods Neurosci.
1995, 25, 366–428.

38. Yang, Z.; Han, S.; Keller, M.; Kaiser, A.; Bender, B.J.; Bosse, M.; Burkert, K.; Kogler, L.M.; Wifling, D.;
Bernhardt, G.; et al. Structural basis of ligand binding modes at the neuropeptide Y Y1 receptor. Nature 2018,
556, 520–524. [CrossRef]

39. Wagner, S.; Klepsch, M.M.; Schlegel, S.; Appel, A.; Draheim, R.; Tarry, M.; Hogbom, M.; van Wijk, K.J.;
Slotboom, D.J.; Persson, J.O.; et al. Tuning Escherichia coli for membrane protein overexpression. Proc. Natl.
Acad. Sci. USA 2008, 105, 14371–14376. [CrossRef]

40. Berger, C.; Montag, C.; Berndt, S.; Huster, D. Optimization of Escherichia coli cultivation methods for high
yield neuropeptide Y receptor type 2 production. Protein Expr. Purif. 2011, 76, 25–35. [CrossRef]

41. Schrottke, S.; Kaiser, A.; Vortmeier, G.; Els-Heindl, S.; Worm, D.; Bosse, M.; Schmidt, P.; Scheidt, H.A.;
Beck-Sickinger, A.G.; Huster, D. Expression, Functional Characterization, and Solid-State NMR Investigation
of the G Protein-Coupled GHS Receptor in Bilayer Membranes. Sci. Rep. 2017, 7, 46128. [CrossRef] [PubMed]

42. Alexandrov, A.I.; Mileni, M.; Chien, E.Y.; Hanson, M.A.; Stevens, R.C. Microscale fluorescent thermal stability
assay for membrane proteins. Structure 2008, 16, 351–359. [CrossRef]

43. Bosse, M.; Thomas, L.; Hassert, R.; Beck-Sickinger, A.G.; Huster, D.; Schmidt, P. Assessment of a fully
active class A G protein-coupled receptor isolated from in vitro folding. Biochemistry 2011, 50, 9817–9825.
[CrossRef]

44. Kostenis, E.; Zeng, F.Y.; Wess, J. Functional characterization of a series of mutant G protein alphaq subunits
displaying promiscuous receptor coupling properties. J. Biol. Chem. 1998, 273, 17886–17892. [CrossRef]
[PubMed]

45. Kostenis, E. Potentiation of GPCR-signaling via membrane targeting of G protein alpha subunits. J. Recept.
Signal. Transduct. Res. 2002, 22, 267–281. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.cell.2018.12.005
http://dx.doi.org/10.1515/hsz-2013-0155
http://dx.doi.org/10.1016/S0968-0004(02)02095-9
http://dx.doi.org/10.1021/bi060101v
http://dx.doi.org/10.1016/j.bpj.2011.03.050
http://dx.doi.org/10.3389/fendo.2013.00005
http://www.ncbi.nlm.nih.gov/pubmed/23382728
http://dx.doi.org/10.1016/j.nut.2008.06.025
http://www.ncbi.nlm.nih.gov/pubmed/18725086
http://dx.doi.org/10.1016/j.bpc.2010.02.019
http://www.ncbi.nlm.nih.gov/pubmed/20421142
http://dx.doi.org/10.3389/fmolb.2017.00100
http://www.ncbi.nlm.nih.gov/pubmed/29387686
http://dx.doi.org/10.1515/hsz-2013-0120
http://www.ncbi.nlm.nih.gov/pubmed/23732681
http://dx.doi.org/10.1002/anie.201411688
http://dx.doi.org/10.1038/s41586-018-0046-x
http://dx.doi.org/10.1073/pnas.0804090105
http://dx.doi.org/10.1016/j.pep.2010.10.012
http://dx.doi.org/10.1038/srep46128
http://www.ncbi.nlm.nih.gov/pubmed/28387359
http://dx.doi.org/10.1016/j.str.2008.02.004
http://dx.doi.org/10.1021/bi201320e
http://dx.doi.org/10.1074/jbc.273.28.17886
http://www.ncbi.nlm.nih.gov/pubmed/9651394
http://dx.doi.org/10.1081/RRS-120014601
http://www.ncbi.nlm.nih.gov/pubmed/12503621


Molecules 2020, 25, 4143 21 of 21

46. Kaiser, A.; Hempel, C.; Wanka, L.; Schubert, M.; Hamm, H.E.; Beck-Sickinger, A.G. G Protein Preassembly
Rescues Efficacy of W(6.48) Toggle Mutations in Neuropeptide Y(2) Receptor. Mol. Pharmacol. 2018, 93,
387–401. [CrossRef]

47. Schmidt, P.; Lindner, D.; Montag, C.; Berndt, S.; Beck-Sickinger, A.G.; Rudolph, R.; Huster, D. Prokaryotic
expression, in vitro folding, and molecular pharmacological characterization of the neuropeptide Y receptor
type 2. Biotechnol. Prog. 2009, 25, 1732–1739. [CrossRef]

48. Stoll, S.; Schweiger, A. EasySpin, a comprehensive software package for spectral simulation and analysis in
EPR. J. Magn Reson. 2006, 178, 42–55. [CrossRef]

49. Ge, M.T.; Rananavare, S.B.; Freed, J.H. ESR studies of stearic acid binding to bovine serum albumin. Biochim.
Biophys. Acta 1990, 1036, 228–236.

50. Freed, D.M.; Khan, A.K.; Horanyi, P.S.; Cafiso, D.S. Molecular origin of electron paramagnetic resonance line
shapes on β-barrel membrane proteins: The local solvation environment modulates spin-label configuration.
Biochemistry 2011, 50, 8792–8803. [CrossRef]

51. Pavicevic, A.A.; Popovic-Bijelic, A.D.; Mojovic, M.D.; Susnjar, S.V.; Bacic, G.G. Binding of doxyl stearic
spin labels to human serum albumin: An EPR study. J. Phys. Chem. B 2014, 118, 10898–10905. [CrossRef]
[PubMed]

52. Budil, D.E.; Earle, K.A.; Freed, D.M. Full determination of the rotational diffusion tensor by electron
paramagnetic resonance at 250 GHz. J. Phys. Chem. 1993, 97, 1294–1303. [CrossRef]

53. Jeschke, G.; Chechik, V.; Ionita, P.; Godt, A.; Zimmermann, H.; Banham, J.; Timmel, C.R.; Hilger, D.; Jung, H.
DeerAnalysis 2006—A comprehensive software package for analyzing pulsed ELDOR data. Appl. Mag. Res.
2006, 30, 473–498. [CrossRef]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1124/mol.117.110544
http://dx.doi.org/10.1002/btpr.266
http://dx.doi.org/10.1016/j.jmr.2005.08.013
http://dx.doi.org/10.1021/bi200971x
http://dx.doi.org/10.1021/jp5068928
http://www.ncbi.nlm.nih.gov/pubmed/25152968
http://dx.doi.org/10.1021/j100109a009
http://dx.doi.org/10.1007/BF03166213
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results and Discussion 
	Selection of Y2R Cysteine Mutants 
	Protein Expression, Membrane Reconstitution and Spin-Labeling of Y2R Cysteine Mutants 
	CW-EPR Measurement Analysis of Y2R Single Cysteine Mutants 
	CW-EPR of Extracellular Positions A2025.21C and L3007.28C 
	CW-EPR of Intracellular Positions R2626.29C and C1513.53 
	CW-EPR of Transmembrane Position C3167.44 
	CW-EPR of Single Mutants in the Presence of NPY 
	CW-EPR of Double Mutants C1513.53/C3167.44 

	Pulsed EPR Measurement on the Double Mutated C1513.53/C3167.44 

	Conclusions 
	Materials and Methods 
	Materials 
	Peptide Synthesis 
	Generation of Plasmids 
	Cell Culture Studies 
	Live-Cell Fluorescence Microscopy 
	Signal Transduction via Chimeric G6qi4myr 
	Signal Transduction via Endogenous Gi/o 
	Radioligand Binding Assays 

	Y2R Expression and Purification 
	In Vitro Folding and Nitroxide Spin Labeling of the Y2R-Variants 
	Flourescence Spectroscopy 
	EPR-Spectroscopy 
	CW-EPR Spectroscopy 
	DEER Experiments 

	Analysis Tools 

	References

