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ABSTRACT Membrane proteins act as a central interface between the extracellular environment and the intracellular
response and as such represent one of the most important classes of drug targets. The characterization of the molecular prop-
erties of integral membrane proteins, such as topology and interdomain interaction, is key to a fundamental understanding
of their function. Atomic force microscopy (AFM) and force spectroscopy have the intrinsic capabilities of investigating these
properties in a near-native setting. However, atomic force spectroscopy of membrane proteins is traditionally carried out in a
crystalline setup. Alternatively, model membrane systems, such as tethered bilayer membranes, have been developed for sur-
face-dependent techniques. While these setups can provide a more native environment, data analysis may be complicated by
the normally found statistical orientation of the reconstituted protein in the model membrane. We have developed a model mem-
brane system that enables the study of membrane proteins in a defined orientation by single-molecule force spectroscopy. Our
approach is demonstrated using cell-free expressed bacteriorhodopsin coupled to a quartz glass surface in a defined orientation
through a protein anchor and reconstituted inside an artificial membrane system. This approach offers an effective way to study
membrane proteins in a planar lipid bilayer. It can be easily transferred to all membrane proteins that possess a suitable tag and
can be reconstituted into a lipid bilayer. In this respect, we anticipate that this technique may contribute important information on
structure, topology, and intra- and intermolecular interactions of other seven-transmembrane helical receptors.

INTRODUCTION
The characterization of transmembrane proteins is key
to a better understanding of essential processes in life.
Transmembrane proteins account for ~30% of all proteins
(1) and act as sensors, catalysts, receptors, transporters,
and channels. Thus, they play an important role in almost
all cellular processes and are associated with a broad range
of different diseases (2–5). Among the membrane proteins,
the class of seven-transmembrane helical (7TM) pro-
teins, which includes G-protein-coupled receptors (GPCRs),
have a very central part in a variety of sensing and signaling
pathways, as well as physiological responses, making them
a prominent target for drug development.

Transmembrane proteins easily lose their functionality
and denature when removed from their natural membrane
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environment. One approach to study functional membrane
proteins is the development of simple artificial mem-
brane systems that reduce the complexity but still mimic
the most important properties of biological membranes. A
promising system is a tethered bilayer lipid membrane
(tBLM). Lipids of the first layer of the membrane are
anchored covalently to a solid substrate through a spacer.
This spacer, e.g., a polymer, acts as a cushion that compen-
sates surface roughness, mimicking a cytoskeleton, and can
additionally create an ion reservoir beneath the membrane
(6–8). The spacer can be bound to the substrate first, binding
the lipid to the spacer in a subsequent step (9). tBLMs have
proven to be stable for days and can even be used for weeks
when covered by a hydrogel (9). Binding of the membrane
to the spacer occurs through an anchoring molecule, a
lipid or hydrophobic chain. Important while binding the
anchoring molecule is the grafting density, i.e., the ratio
of anchored to not-anchored lipids. Although a high grafting
density leads to high electrical resistance, it can also
hinder the incorporation of proteins (8) or the diffusion of
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incorporated proteins through the membrane (10). In addi-
tion to tBLMs, so-called protein tethered membranes can
be formed as well. In this case, the anchoring lipid or hydro-
phobic chain is directly substituted with the membrane pro-
tein, which is coupled to the surface, e.g., through a complex
between a surface bound nitrilotriacetic acid (NTA) and the
protein histidine-tag (His-tag) (11).

Alternatively, membrane proteins can be studied in other
artificial membrane systems, e.g., liposomes (12), nanodiscs
(13), black or bilayer lipid membranes (BLMs) (8), and
solid supported BLMs (sBLM) (8).

The formation of a tBLM can be done by self-assembly
(14). One way of self-assembly is to adsorb and then spread
out whole vesicles over the surface (15,16). This way, pro-
teins can be reconstituted already into the prepared vesicles
before the final bilayer formation (17) or can be added to the
finished bilayer on the surface (18).

Proteins embedded in a tBLM can be studied by atomic
force microscopy (AFM). AFM-based single-molecule
force spectroscopy can be used to obtain information on
dissociation rates (19), energy barriers (20,21), Gibbs free
energy (19,21), the form of a binding potential (21), and
inter- and intramolecular interactions (20,22–24), as well
as the folding of proteins and their constitution inside a
membrane (20).

In this study, we demonstrate a method of forming a
tBLM on quartz glass with the incorporated 7TM model
membrane protein bacteriorhodopsin (BR) in a defined
orientation. BR has been studied extensively (25–27) and
offers high stability. In addition, the covalently bound retinal
allows direct insight into its folding state through absorption
measurements (e.g., at 555 nm). We investigated the confor-
mation of BR inside the presented tBLM by AFM-based
force spectroscopy. Our data are in accordance with ex-
pected force-distance curves of a 7TM membrane protein
(13,28). The orientation of BR in purple membranes can
be predetermined through AFM imaging (29,30). Thus,
the characteristics of force-distance curves of BR pulled
from the extracellular side and the cytoplasmic side are
already known, which in turn can be used to process the
data of statistically oriented BR. In general, knowledge of
the orientation will substantially facilitate data analysis
and interpretation. In our model system, predefined orienta-
tion is achieved through first functionalizing the quartz glass
by silanization. Afterwards, a polyethylene glycol (PEG) is
coupled as a spacer. To reconstitute the protein on the sur-
face in a defined orientation, a protein anchor is bound to
the spacer in addition to the lipid anchors. We make use
of cell-free protein expression, a method that is suitable to
produce 1) a broad range of different membrane proteins
(31), and 2) large amounts of protein in the presence or
absence of cofactors such as ligands, detergents, or lipids.
We could show before that cell-free expression of BR en-
ables analysis of the pure protein that is not biased by cop-
urification of, e.g., coordinated lipids, which are normally
1926 Biophysical Journal 111, 1925–1934, November 1, 2016
present when BR is extracted from the native purple mem-
brane (32). To test our model system, we use cell-free
expressed BR that contains a His-tag and a surface-
coupled protein anchor consisting of Tris-NTA (trisNTA).
Our results show the specific coupling of the protein to
the surface and the successful formation of a tBLM contain-
ing the membrane protein in a defined orientation.
MATERIALS AND METHODS

All water used was purified by the Milli-Q Integral Water Purification Sys-

tem (Merck Millipore, Darmstadt, Germany). Specific buffer compositions

are described in the Supporting Material. All given cantilever values are

nominal values.
Lipids, detergents, and stock solutions

1,2-dipalmitoyl-sn-glycero-3-phosphocholine (DPPC; >99% purity), 1,2-

dipalmitoyl-sn-glycero-3-phosphoethanolamine-N-(succinyl) Sodium salt

(SuccinylPE; >99% purity), and n-dodecylphosphocholine (DPC; >99%

purity) were purchased as powders from Avanti Polar Lipids (Alabaster,

AL). n-Dodecyl-b-D-maltopyranoside (DDM; Anagrade) was purchased

from Affymetrix (Santa Clara, CA). Carboxy-functionalized tert-butyl ester

(OtBu)-protected trisNTA (33) was provided by the group of Prof. Dr. Jacob

Piehler of the University of Osnabr€uck. Stock solutions in chloroform (for

spectroscopy, 99þ% purity, stabilized with amylene; Acros Organics, Geel,

Belgium) were created as follows: 0.026 g SuccinylPE, 0.022 g DPPC, and

0.005 g trisNTA were dissolved in 1 mL chloroform and stored at �80�C.
AFM

AFM images were taken with an AFM Nanowizard III (JPK Instruments,

Berlin,Germany). Imagingwas done at room temperature (RT) using contact

mode with the probe OMCL-TR400PSA (Cantilever 2, Asylum Research,

Mannheim, Germany) with a spring constant (kc) of 0.02 N/m, a resonance

frequency (f) in water of 11 kHz, and a tip radius (r) of 15 nm, or using tap-

ping modewith the probe SNL-10 (Cantilever A, kc¼ 0.35 N/m, f¼ 65 kHz

in air, r ¼ 2 nm; Bruker, Billerica, MA) in buffer P1.
AFM-based force spectroscopy

Force-distance curves were measured using a Nanowizard III (JPK In-

struments). The same probes as for imaging in contact mode (OMCL-

TR400PSA, Cantilever 2) were used. All experiments were performed at

RT in buffer P1. Force-distance curves were acquired as follows. Starting

away from the surface, the cantilever is moved downward at a constant

speed (200 nm/s). When the surface is reached, the cantilever is moved

farther until it reaches a defined maximal deflection (0.4 mV). This position

is held for 1 s before retraction of the cantilever (200 nm for force-distance

curves unfolding BR, 100–400 nm for force-distance curves measuring

adhesion). This cycle is repeated at different positions on the surface

(acquiring ~500 force-distance curves per position for experiments unfold-

ing BR and ~100 force-distance curves per position during adhesion exper-

iments). The position on the surface was changed two to three times per

experiment. Experimental conditions were repeated in two independent

measurements. A fresh cantilever was used for each measurement. As force

measurements require the precise knowledge of the cantilever’s spring con-

stant, kc, the thermal noise method (34) is used for calibration. Additionally,

the cantilever’s sensitivity (deflection / force) is calibrated by measuring

the deflection of the cantilever approached against the surface. Calibration

was performed at the beginning of each experiment and between positions

on the surface.



Oriented Membrane Protein Reconstitution
X-ray photoelectron spectroscopy

Cleaned quartz glass surfaces and silanized quartz glass surfaces were char-

acterized with x-ray photoelectron spectroscopy (XPS) using an ESCALAB

MK II spectrometer (Thermo Fisher Scientific, Oberhausen, Germany).
Functionalization steps

Cleaning of quartz glass according to a previously described protocol

(35) was followed by silanization with (3-aminopropyl)trimethoxysilane

(APTES; 97%, Sigma Aldrich, St. Louis, MO) and subsequent binding of

the spacer Mmt-NH-PEG12-COO-Tfp (PEG; Iris Biotech, Marktredwitz,

Germany). To this spacer was coupled the protein anchor trisNTA alone,

the lipid anchor SuccinylPE alone, and a mixture of both anchors 1:2

(mol/mol). The detailed coupling steps are described in the Supporting

Material.
Lipid suspension

30 mM DPPC stock (230 mL) was transferred into a sample vial and the

chloroform was evaporated under nitrogen. Buffer P1 (1 mL) with 0.1%

DPC (w/v) was added to create the final lipid suspension.
Binding of BR and membrane formation on
functionalized quartz glass

After rinsing the functionalized slides (1 cm2) 10 times with water, the

surface was covered with 50 mM EDTA (disodium salt dehydrate, molec-

ular biology grade; AppliChem, Darmstadt, Germany) solution for 5 min.

After removal of the EDTA solution, a 10 mM nickel(II) chloride (98%,

for analysis; Gr€ussing, Filsum, Germany) solution was added to the sur-

face for 5 min. The solution was removed from the surface and replaced

with buffer DDM-W1. The surface was rinsed once with protein buffer

DDM-P1, and 20 mL of a 10 mM BR solution in buffer DDM-P1 was

added to 180 mL lipid suspension. This solution was placed onto the sur-

face and allowed to incubate for 2 h. The sample was rinsed 10 times with

250 mL buffer P1 and covered with 50 mL of the same buffer for AFM

measurements.
Membrane formation on mica

Lipid suspension (50 mL) was incubated on a round mica surface (Ø 10 mm,

TedPella, Redding,CA) for 2 h.The surfacewas rinsed five timeswith 100mL

P1 and covered with 50 mL of the same buffer for AFM measurements.
Membrane formation with reconstituted BR
on mica

A 10 mM BR solution in buffer DDM-P1 (5 mL) was added to 45 mL lipid

suspension. The mixture was incubated on a round mica surface (Ø 10 mm)

for 2 h. The surface was rinsed five times with 100 mL P1 and covered with

50 mL of the same buffer for AFM measurements.
Dot blot

Specifically bound BR should only be rinsed from a functionalized surface

with a buffer containing imidazole. After rinsing the surface once with

buffer missing imidazole and once with buffer containing imidazole, a

simplified Western blot (dot blot) was utilized to test the specific binding

of BR to the functionalized surface. The procedure is described in detail

in the Supporting Material.
Cloning and cell-free expression

Cell-free expression of BR was carried out as described before (32). An

Escherichia coli-based system following previously published protocols

(36) was used. Dialysis-mode reactions were carried out in the absence

of retinal and detergents. The resulting protein pellet was washed with

S30 buffer and directly refolded or stored at �20�C. The refolding proced-

ure is described in more detail in the Supporting Material.
RESULTS

In our study, we aimed to reconstitute BR as a model mem-
brane protein in a defined orientation in artificial tBLMs
to perform single-molecule force spectroscopic studies.
The process is depicted schematically in Fig. 1. The clean
quartz glass surface (Fig. 1 a) is coated with APTES for
amino functionalization (Fig. 1 b). After this, a PEG with
an activated carboxyl group and a protected amino group
is coupled to the surface (Fig. 1 c). Following the deprotec-
tion of the PEG’s amino group, the binding of an anchoring
lipid (SuccinylPE) (Fig. 1 d) and a protein anchor (trisNTA)
(Fig. 1 e) were investigated both separately and as a mixture
of both anchors (Fig. 1 f). The protein is reconstituted on the
surface together with the free lipid (DPPC) supported by
detergent (DPC).
FIGURE 1 Schematic representation of the func-

tionalization and coupling steps. The cleaned quartz

glass surface (a) is first functionalized using APTES

(b) to create amino groups. To these amino groups a

PEG linker (c) is coupled with its activated carboxyl

groupandprotected aminogroup.After deprotection

of the PEG linker amino group, the surface can be

functionalized in three ways, with only the lipid an-

chor bound to PEG (d), with only the protein anchor

(protected trisNTA) bound to PEG (e), or with both

anchors bound simultaneously to PEG (f). After-

ward, a mixture of the protein with free lipid is

applied to the surface, forming the final tBLM with

reconstituted protein. To see this figure in color, go

online.

Biophysical Journal 111, 1925–1934, November 1, 2016 1927



Bronder et al.
Surface composition before and after silanization

The atomic composition of a pure quartz glass surface was
compared to a silanized surface using XPS. In the survey
spectrum of cleaned quartz glass (Fig. S1 a), binding en-
ergies corresponding to fluorine (F), sodium (Na), and car-
bon (C) levels are detected apart from expected silicon
(Si) and oxygen (O) levels. A survey spectrum after silani-
zation with APTES shows binding energies corresponding
to levels in O and Si (Fig. S1 b). Additionally, there is an
increase of C from 12.8 atomic percent (at.%) to 41.6
at.% and an appearance of 7.2 at.% N.
Changes in surface topography

The functionalization of quartz glass surfaces was controlled
by AFM to be able to observe the changes in surface topog-
raphy after each functionalization step. The surface rough-
ness is calculated as the arithmetic mean (i.e., the average
roughness, Ra) of absolute height values for each surface.
The AFM image of quartz glass (Fig. 2 a) after the cleaning
procedure shows the standard surface topography of quartz
glass. The average surface roughness is 511 picometers
(pm). Holes and scratches, which are typical for quartz glass,
are also visible. The surface topography of cleaned quartz
glass is similar after silanization (Fig. 2 b), which is also rep-
resented by the average surface roughness. A surface func-
tionalized with PEG is shown in Fig. 2 c. The average
surface roughness has decreased to 154.1 pm and there are
no longer holes or scratches visible.

The surface was functionalized further with the lipid an-
chor SuccinylPE only (Fig. 2 d), with trisNTA only (Fig. 2
e), and with a mixture of 2:1 (mol/mol) SuccinylPE/trisNTA
(Fig. 2 f). The surface with the lipid anchor alone shows an
increased average roughness of 585.5 pm compared to the
previous step (Fig. 2 c). Some small regions indicate an
additional depth of 1 nm (arrows). The surface functional-
ized solely with trisNTA also shows a generally higher
average roughness and round structures of 4–10 nm height
and 200 nm diameter distributed over the whole surface.
A mixture of SuccinylPE and trisNTA yields an average
roughness of 332.6 pm, but distributed protruding structures
of 1–3 nm height can be seen (arrows).
Changes in adhesion

Force-distance curveswere performed between surface func-
tionalization steps to observe the changes in cantilever-
surface interaction (adhesion). This was done to observe
whether adhesion on the functionalized surfaces remained
constant over the majority of the surface, which would be
an indication of complete and homogeneous functionaliza-
tion. In Fig. 3, the mean adhesion of the cantilever on the
surface is depicted for all functionalization steps, and for
surfaces functionalized with SuccinylPE only, trisNTA
1928 Biophysical Journal 111, 1925–1934, November 1, 2016
only, or a mixture of the two. For quartz glass (Fig. 3 a), no
adhesion can be observed. APTES-functionalized surfaces
(Fig. 3 a) show a strong increase in adhesion force, from
�25 pN5 8 pN to 12,420 pN5 1039 pN. After the second
functionalization step, the strong adhesion forces diminish to
212 pN5 125 pN for PEG (Fig. 3 c). From this step on, three
functionalization ways were chosen. Surfaces functionalized
with the lipid anchor SuccinylPE (Fig. 3 d) show an increase
of adhesion forces to 556 pN 5 262 pN. Surfaces function-
alized only with the protein anchor trisNTA (Fig. 3 e) show
a higher increase in adhesion to 4160 pN 5 1152 pN,
whereas surfaces with both anchors in a 2:1 (mol:mol)
SuccinylPE:trisNTA mixture (Fig. 3 f) show an adhesion
force of 669 pN5 300 pN. Detailed distribution of adhesion
forces as well as exemplary force-distance curves for each
functionalization step can be seen in Fig. S2.
Protein complex formation

To test the successful immobilization of BR through a com-
plex between the protein’s N-terminal deca-histidine-tag
(His10-tag) and the trisNTA on the surface, specific elution
of the protein by imidazole-containing buffer was per-
formed and visualized by dot blot. To accomplish this, BR
was first immobilized on the surface functionalized with
the protein anchor and the lipid anchor. Then the surface
was rinsed first with a buffer without imidazole. The volume
of this rinsing step was collected as the rinsing fraction. Af-
terward, the surface was rinsed again with the buffer con-
taining imidazole. The volume of this elution step was
collected as the elution fraction. Together with a buffer con-
trol of the buffer containing imidazole, the fractions were
distributed on a dot blot. As can be seen in Fig. S3, only
the elution fraction (C) shows luminescence.
BR in membranes

Vesicle spreading on mica is an often-used method of
creating solid sBLMs (15,16,18). A trial of the lipid mixture
with BR was performed on mica to investigate possible
effects of BR on bilayer formation. Fig. 4 a shows amica sur-
face after incubation of the lipid alone. The surface shows a
homogeneous coverage with a lipid bilayer membrane (light
gray area) with a few defects (dark gray areas). The
corresponding height profile shows a membrane height
of 5 nm and a low roughness of the membrane surface.
Compared to an sBLM without BR, the bilayer containing
BR (Fig. 4 b) has a much higher average roughness of
709.4 pm. All in all, the surface shows a complete coverage
with nomembrane defects.When spreading the lipidmixture
with BR onto a functionalized quartz glass surface (Fig. 4 c),
this high average roughness not only persists but increases to
1094 pm. However, the protein-lipid layer is spread over the
whole surface. It has to be noted that during the scan process
(bottom to top), the structures on the surface of the



FIGURE 2 AFM scans (5 mm � 5 mm) in contact mode in buffer P1, with corresponding height profiles, represented as white horizontal lines in each

image, below each scan. (a) The cleaned quartz glass surface shows a roughness of 511 PM. (b) Silanized quartz glass with APTES shows no change in

surface roughness. (c) Binding PEG to silanized quartz reduces the roughness to 154.1 PM. (d) A surface functionalized only with the anchoring lipid

SuccinylPE. (e) A surface functionalized only with the protein anchor trisNTA. (f) A surface functionalized with a mixture of 2:1 (mol/mol) SuccinylPE:

trisNTA. To see this figure in color, go online.
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protein-containing membrane appear to increase in size,
which is likely due to lipid adsorption to the cantilever tip.

After scratching with the cantilever tip on a surface
covered with the protein-lipid mixture (Fig. 4 d), a depth
of 10 nm can be measured.
Force spectroscopy

Force spectroscopy measurements were performed as
described in Materials and Methods on surfaces with
BR bound to the protein anchor and reconstituted into
the lipid/detergent membrane. Only force-distance curves
showing more than two force peaks and the last force
peak at a peak position of >60 nm with a measured force
of >100 pN were selected, to assure that only force-dis-
tance curves on specifically oriented and complex-coupled
BR were used for analysis. Fig. S4 shows three represen-
tative force-distance curves that were selected according
to these criteria. Force spectroscopic data was smoothed
using moving-average filtering. In Fig. 5, selected force
Biophysical Journal 111, 1925–1934, November 1, 2016 1929



FIGURE 3 Mean adhesion measured through force-distance curves with

AFM. An average of 410 5 38 force-distance curves were analyzed

per experimental condition. (a) Mean adhesion for cleaned quartz glass

(�0.025 nN 5 0.008 nN). (b) Mean adhesion for silanized quartz glass

(12.42 nN 5 1.04 nN). (c) Mean adhesion for silanized quartz glass func-

tionalized with PEG (0.21 nN 5 0.13 nN). (d) Mean adhesion for Succi-

nylPE bound to PEG (0.56 nN 5 0.26 nN). (e) Mean adhesion of

trisNTA bound to PEG (4.16 nN 5 1.15 nN). (f) Mean adhesion of a 2:1

(mol/mol) mixture of SuccinylPE:trisNTA bound to PEG (0.67 nN 5

0.30 nN).
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curves were overlaid to show the four characteristic peaks
for the unfolding of BR as a seven-a-helical protein
(13,25,26,28). Although the first peak (Fig. 5 a) is inhomo-
geneous, the following peaks (Fig. 5 b–d) can be distin-
guished. The second and third unfolding peaks remain at
forces <150 pN, whereas the last peak shows a force
of ~200 pN.
FIGURE 4 AFM scans (5 mm � 5 mm for a–c; 3 mm � 3 mm for d) in tapping

horizontal lines in each image, below each scan. (a) Membrane formation on a mi

functionalized glass surface covered with the membrane containing BR. (d) Scr

lipid and protein anchor and incubated with the protein lipid mixture. To see th
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DISCUSSION

Substrate characterization by XPS

To analyze the quartz glass surface and verify the first func-
tionalization step, the surface was measured before and after
silanization using XPS. A pure quartz glass surface shows
the presence of a few undesired elements, namely fluorine,
carbon, and sodium. As even quartz glass has some impu-
rities, this is not surprising. However, any sign of these
elements disappears after silanization with APTES. Given
the structure and composition of APTES, and considering
the theoretical distribution on the surface (Fig. S5 a), a
theoretical composition of the silanized surface is shown
in Fig. S5 b. It is also taken into account that XPS measures
not only the topmost layer of a surface but can penetrate
further. Thus our XPS results of the silanized surface
(Fig. S5 b) are in accordance with a successful coverage
of the surface with APTES.
Surface characterization by topography and
adhesion

Surface topography

The surface functionalization steps were further character-
ized by AFM. AFM imaging offers the possibility of
observing the changes in surface topography. A compar-
ison of AFM imaging data of a clean quartz glass surface
(Fig. 2 a) with a silanized quartz glass surface (Fig. 2 b)
shows no change in average surface roughness and charac-
teristics of the surface, in line with the small molecule
size and flexibility of APTES. The short PEG linker that
is coupled subsequently to the surface can have a length
mode in buffer P1, with corresponding height profiles, represented as white

ca surface. (b) A mica surface covered with membrane containing BR. (c) A

atching was performed with the cantilever on a surface functionalized with

is figure in color, go online.



FIGURE 5 BR unfolding curves from the model tBLM. As a 7TM mem-

brane protein, the unfolding of BR will lead to four characteristic peaks in a

force-distance curve. (a) The first peak shows the stretching of the terminus

and unfolding of the first two transmembrane helices (TMs). As the canti-

lever can adsorb to the terminus at different positions, the first peak is not

resolved clearly. This is followed by the pairwise unfolding of the next four

TMs during the next two peaks (b and c). The last peak (d) shows the pull-

ing of the seventh TM until BR dissociates from the tip or from the mem-

brane. In our case, this means the dissociation between the His10-tag and

the trisNTA. To see this figure in color, go online.
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of 4 nm in its stretched conformation. This linker is flexible
and will either coil on the surface or stretch to accommodate
for surface roughness and differences between the bilayer
and protein. AFM data of this stage (Fig. 2 c) shows that
the holes and scratches found on quartz glass disappear,
suggesting that the linker can compensate for surface rough-
ness. The homogeneity and absence of defects also indicates
a complete coverage with PEG. Coupling of only the
anchoring lipid SuccinylPE to PEG yields a surface with
an increased average roughness (Fig. 2 d). Additionally,
buffer repelling properties, observed during the experi-
ments, suggest strong hydrophobic characteristics of the
surface. This can be explained by the hydrophobic chains
of the anchoring lipid orientating up and away from the sub-
strate, thereby creating a hydrophobic surface. The rough-
ness of the surface is due to the length of the anchoring
lipid (2 nm). The surface is again homogeneous and shows
no defects. Coupling only the protein anchor, trisNTA, to
the surface leads to the appearance of round structures
~4–10 nm in height and 200 nm in diameter. This can indi-
cate the aggregation of an excess amount of protein anchor.
When the protein anchor is diluted with the lipid anchor
1:2 (mol/mol), the aggregates are no longer present. This
and the uniform surface structure indicate a homogeneous
mixture of lipid and protein anchor.

Adhesion

The differences in adhesion after each step are indicative of
a successful functionalization process. Furthermore, a ho-
mogeneous adhesion force throughout the investigated sur-
face implies a homogeneous surface functionalization. The
strong adhesion forces for a surface functionalized only with
protein anchor can relate to the presence of aggregates on
the surface. Thus, even though the surface functionalized
with the mixture shows only slightly higher mean adhesion
forces than the surface only functionalized with the lipid an-
chor, a homogeneous and well distributed protein anchor is
assumed due to the previously described changes in surface
topography.
Specificity of protein binding

To test the specificity of protein binding to the surface and
exclude unspecific adsorption, BR was coupled to a func-
tionalized surface. The surface was then rinsed with a buffer
without and with imidazole. As only imidazole-containing
buffer can elute proteins with a poly-histidine-tag from
NTA groups, BR will only be detected (using a dot blot
system with anti-His antibodies) for the elution fraction
containing imidazole. To exclude a possible binding of
the antibody to the imidazole, imidazole-containing buffer
was applied to the membrane as a buffer control. The results
of the dot blot clearly show that the protein could only be
eluted from the surface with imidazole. These data verify
not only the specific binding of the protein to the surface an-
chor, but also the integrity of the previous coupling step
leading to accessible trisNTA.
Membrane and protein reconstitution

Artificial lipid membranes have been observed to undergo
phase transitions from more liquid unordered phases to
ordered gel/crystalline phases at specific temperatures.
The phase transition temperature depends on the membrane
composition. As the integration of proteins into lipid mem-
branes and their functionality is highly dependent on the
membrane fluidity, we aimed to provide a lipid membrane
system that is stable but still offers enough fluidity for
the integration of membrane proteins. Future studies may
benefit from the possibility of a careful selection of lipids
that are compatible with the setup. We chose DPPC as the
tBLM main component due to its good properties to form
stable membranes on mica. DPPC has been used previously
to create stable sBLMs (37,38). However, as the phase
Biophysical Journal 111, 1925–1934, November 1, 2016 1931
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transition occurs at a temperature of 42�C, those sBLMs are
in the ordered gel-to-crystal-like phase at RT (39,40). Add-
ing a detergent like DPC weakens lipid-lipid interactions
and increases the permeability of the bilayer to proteins
(41). A membrane mimetic system consisting of a lipid
and detergent mixture has been described previously
(42). The formation of an sBLM on mica by a mixture of
DPPC and DPC was tested, and a homogeneous bilayer for-
mation with a few defects could be detected by AFM. The
bilayer height of 5 nm is in accordance with bilayer heights
in previous studies (43,44). Reconstitution of BR into
the lipid/detergent mixture and applying this mixture to a
mica surface leads to coverage of the surface with a homo-
geneous layer (Fig. 4 b). Defects could not be observed.
However, compared to an sBLM without BR (Fig. 4 a),
the roughness of the membrane surface has increased. It is
known that membrane-integrated proteins can protrude out
of the membrane (45). The roughness of the membrane
could thus indicate protrusions of BR out of the membrane.
The protrusions persist on membranes formed on function-
alized quartz glass (Fig. 4 c). The roughness is even more
pronounced, as functionalized quartz glass in itself provides
a rough substrate (Fig. 2 f). The increase in size of the struc-
tures observed on the surface with scan direction (bottom to
top) is a broadening effect of the cantilever tip. Especially
soft materials, like membranes and proteins, in our case,
most likely the free lipid DPPC, can adsorb to the tip during
scanning and increase the effective tip diameter. Every
structure will then be broadened by the tip diameter. This
is why for the first 500 nm the surface structure appears
comparable to a membrane with protein on mica and
becomes increasingly dissimilar during the scan process.
For this reason, the height profile was measured during
the first 500 nm of the scan. As a control, the membrane
was also formed on a functionalized surface without BR
(Fig. S6 a). Here, the surface was again homogeneously
covered with the tBLM with only a few small defects. The
surface roughness of the membrane was only influenced
by the roughness of the quartz glass and the underlying
functionalization, indicating that the high roughness of
Fig. 4 c is caused by protrusions of BR. In contrast, a mem-
brane on a surface functionalized only with trisNTA and no
lipid anchor (Fig. S6 b) could not be formed on quartz glass
under the same conditions.

Scratching of the membrane with BR on quartz glass
(Fig. 4 d) revealed a height of 10 nm and protein clusters
protruding 1–2 nm out of the membrane. When taking
into account the length of the PEG linker and the height
of the sBLM on mica (4 nm þ 5 nm), the measured height
of 10 nm is in accordance with expectations.
Force spectroscopy

Force-distance curves of force spectroscopy measurements
performed on BR reconstituted into tBLMs showed the
1932 Biophysical Journal 111, 1925–1934, November 1, 2016
typical pattern of four peaks, consistent with a functional
reconstitution of BR. In Fig. S7, a representative BR
force-distance curve from BR purple membranes is
compared to the measured force-distance curves of Fig. 5.
The first peak of the measured force curves of BR in the
tBLM was inhomogeneous, which can be attributed to the
unspecific adhesion positions of the terminus to the tip
(28). The second peak seems to favor lower forces and fol-
lows the shape of the intermediate peaks found in force-dis-
tance curves of purple membranes (30). Considering the
average noise of the recorded force-distance curves (530
pN) the third peak is in accordance with unfolding forces
of BR from purple membranes and nano-discs (13). During
the last unfolding event, BR can either dissociate from the
tip or be pulled out of the membrane completely. In the
case of being pulled out completely, BR would have to
also dissociate from the protein anchor. It has been shown
previously on soluble proteins that the dissociation forces
between triNTA and His6 can be between 100 and 400 pN
(46). Our results indicate that the last peak of our force-dis-
tance curves represents these dissociation forces. Although
this influence of the protein anchor on the last unfolding
event should be considered during analysis, it also shows
that BR reconstituted into the here-presented tBLM is
coupled to the protein anchor. In addition, in the case of
BR not being inserted in a defined orientation, two sets of
force-distance curves are expected (one pulled from the
N- and one from the C-terminus), which can be the case
for reconstitution of BR into nanodiscs (13) and force spec-
troscopic measurements performed on BR crystals (30). As
BR force-distance curves from both termini are indeed very
similar, the high forces detected for the last peak indicate a
complex formation between the His-tag and trisNTA, thus
supporting a defined orientation of BR. Should force-dis-
tance curves be measured that do not show the dissociation
forces of the complex, they can be sorted out before analysis
of the data.

Apart from the influence of the trisNTA, there could also
be an influence of the PEG linker on the last unfolding
event. As we expect a typical stretching behavior of the
PEG linker (47,48), we do not analyze the PEG-linker elas-
ticity directly. However, it can be assumed that the influence
of the PEG-linker elasticity is minimal due to its short
length.

Even though higher forces for the last peak can be seen in
our experimental setup, we also have to note the stronger
noise. As this high noise can indicate misfolding or denatur-
ation of BR, we cannot clearly determine whether BR is still
in its functional state after reconstitution. The functional
form of the protein has been checked before reconstitution
into the membrane through ultraviolet-visible spectroscopy
(described in the Supporting Material). An example absor-
bance spectrum of a 1:10 diluted solution of cell-free ex-
pressed and purified BR is shown in Fig. S8. Due to the
very low protein concentration and the experimental setup,
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we can, however, only assume the functional form of the
protein via the measured force curves. However, we antici-
pate that further optimization of tBLM composition, which
has to be adjusted to every new protein of interest, will allow
for further stabilization of the protein conformation inside
the tBLM.
CONCLUSIONS

Gaining knowledge about the structure of membrane pro-
teins is an important endeavor to reliably study the cause
of diseases and facilitate drug development. In this respect,
single-molecule AFM force spectroscopy offers unique pos-
sibilities in particular for the investigation of multipass
membrane proteins. We here showed that AFM force spec-
troscopy can be carried out in a tBLM system, and our
method allows for filtering out force-distance curves spe-
cific to a defined orientation. Although the tBLM system
offers a near-native environment that can be adjusted to
accommodate different membrane proteins, the predefined
orientation can simplify data analysis by removing a second
contribution arising from different orientations and by better
defining the starting conditions for each protein. In our
work, we show a five-step functionalization and reconstitu-
tion process that we successfully apply to the cell-free
expressed 7TM protein BR that has been frequently used
as a model for GPCRs. We anticipate that the presented
approach can be transferred to a broad range of target mem-
brane proteins and surface-based techniques and may help
to provide new insights into structure, function, and inter-
actions of these important biological systems.
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