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ABSTRACT: Protein-based nanostructures are key to the
organization of life and it is their precise arrangement,
which determines their specific functions. A single-
molecule approach for the directed assembly of protein
arrangements allows for a controlled composition of
systems based on protein components. Applying antibod-
ies and antigenic peptide tags we utilized the Single-
Molecule Cut-and-Paste (SMC&P) technique for the
handling of single proteins. Protein—DNA complexes
could be arranged to complex patterns with the
functionality of the protein part remaining unimpaired.

he ability to arrange individual proteins in a controlled
manner on a surface is a prerequisite for the study of
complex systems, e.g. of enzyme networks as a function of
composition and alignment. With the growing number of
theoretical descriptions of biochemical networks,” the need for
model systems, with a controllable set of parameters at the
single-molecule level, arises to shed light onto the underlying
processes. Due to their high spatial precision, AFM-based
methods have been widely used in the past for creating
adjustable nanopatterns of biomolecules on surfaces. Dip pen
nanolithography, for instance, or enzyme-assisted AFM-based
nanolithography provide simple means to write molecular
patterns, e.g. protein arrays with dimensions in the tens of
nanometer range.”” However, for the bottom-up assembly of
complex, functional protein arrangements, higher accuracy and
control over the individual molecule as well as versatility are
desirable. With single-molecule cut-and-paste (SMC&P) we
recently implemented a technique for one-by-one arrangement
of molecules under physiological conditions.® With this
technique the bottom-up assembly of biomolecular structures
from biological building blocks has already been demonstrated
successfully in several examples. Utilizing attachment geo-
metries resulting in different binding forces, single DNA
molecules can be repeatedly picked up from a depot region by a
functionalized AFM tip and then be placed with the precision
of an AFM” on a target surface. The accuracy of the molecular
deposition process was shown to depend on the length of the
cross-linker, which serves to couple the anchor DNA to the
surface. For the current study, with positioning accuracy not
being a main objective, we used a S kD PEG spacer, which was
shown to provide a precision in the 10 nm range."
Until today applications of this technique were solely realized
by making use of a DNA-based hierarchical force system for
pick up and deposition."'~"* To make the SMC&P technology
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accessible to the field of protein science, an approach beyond
mere DNA interactions is needed.

We recently established an alternative implementation of a
hierarchical force system, which replaces the DNA handle
interaction between the transfer molecule and the AFM tip by a
peptide—antibody complex."* Such an interaction is desirable
for the transport of single proteins. A prerequisite for this is the
construction of fusion proteins harboring small antigenic
peptide tags, which serve as handles on the protein of interest.
Thus, a fully expressible system is obtained that does not
require any additional modification of the protein.

For a first realization of a molecule-by-molecule arrangement
of proteins based on this force system, an engineered fusion
construct consisting of a zinc finger'> and a GFP'*'” moiety
was used (Figure 1), allowing for positioning with mechanical
control. A single-chain antibody fragment that recognizes the
34 residue GCN4(7P14P) random coil peptide'®" was
employed as handle system. For anchoring the construct to
depot and target site, DNA hybridization was utilized. Thus, a
connection between protein moiety and the DNA anchors is
required. To this aim we used a six zinc finger construct that
contains the three-finger peptide Zif268 and its mutated
variant, NRE,20 separated by a flexible linker. Zif268/NRE
binds sequence steciﬁcally and with a subpicomolar aflinity to a
29-bp dsDNA.>' The GCN4—GFP—zinc finger fusion con-
struct was expressed in E. coli. Purified protein was bound to a
connection DNA harboring the zinc finger target sequence and
a 70 nucleotide long overhang. This contains a 30 nt spacer and
40 nt stretch chosen such that it can hybridize with the anchor
sequence in the depot and in the target area. In addition the
connector DNA was labeled with a Cy$ dye.

Utilizing a microfluidics system® mounted on a coverslip, we
created a depot and a target site by functionalizing the glass
surface with anchor DNAs. On the depot site these
oligonucleotides were covalently attached at their 5’ end, on
the target site at the 3’ end. Then the complex of the GCN4—
GFP—zinc finger fusion protein with the connector DNA was
hybridized to the depot anchors. The single-chain antibody
fragments were covalently bound to the cantilever tip. For the
cyclic transfer of the proteins to the target site (Figure 1) the
cantilever is first lowered toward the depot area, where the
antibody is allowed to bind to the GCN4 peptide tag of the
protein construct. In retracting the cantilever, all bonds of the
system are loaded with the same force in series. Since the
hybridization bond to the anchor DNA is in unzip geometry,
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Figure 1. (a) Schematics of the transfer process. The GCN4—GFP—
zinc finger construct is bound with high affinity to the anchor DNA
and stored via hybridization in the depot area. A single-chain antibody
fragment, which is covalently attached to the cantilever tip, seizes the
GCN4-tag, and the DNA in unzip geometry opens up when the
cantilever is lifted. The GCN4—GFP—zinc finger construct with the
anchor DNA can then be transferred to the target site, where the shear
geometry bond to the target DNA is stronger than the bond between
antibody and GCN4 peptide. The protein construct is deposited in the
target area, whereas the antibody on the cantilever is free again and can
be reused in the next transfer cycle. (b) Toolbox for the protein
transport. The GCN4—GFP—zinc finger fusion protein can specifically
bind to the DNA anchor strand via the zinc finger domain at the C-
terminus. The N-terminal GCN4 peptide tag serves as a handle to pick
up the complex.

the DNA strands separate base pair after base pair at a very low
rupture force of about 25 pN, while the protein—connector—
DNA complex remains attached to the cantilever, since the
unbinding force of the peptide—antibody complex exceeds 40
pN at the given force loading rates. The cantilever with the zinc
finger—DNA complex can then be moved by an xy-piezo
system with angstrom precision to a predefined position in the
target area. When the cantilever is lowered again, the connector
DNA hybridizes to the anchor DNA. By subsequent retraction
of the cantilever the hybridization bond, in contrast to the
depot process, is now loaded in shear geometry. Because in this
geometry all base pairs of the double strand are loaded in
parallel, the rupture forces for opening up the DNA duplex
bond are in the range of 60 pN. Since the antibody—peptide
complex is already broken up at forces of 40 pN,'* the protein
construct is detached from the cantilever and remains bound to
the designated position on the target site via its DNA anchor
(Figure S1, SI). The antibody at the cantilever is thus free again
and can be reused for the next cut-and-paste cycle. It should be
noted that the damage to the cantilever functionalization, e.g.
by unfolding of the antibody, is negligible, thus allowing for
several thousands of repeated cycles. Due to its very high
affinity, the zinc finger—DNA complex was stable during the
transfer.”

We were able to simultaneouslzf follow the single-molecule
transfer in force spectroscopy'>** and fluorescence spectros-
copy.”®> During each of these cut-and-paste steps we
independently confirmed, by recording the force—distance

traces, that individual molecules were handled. Figure 2 shows a
gallery of typical traces. In (a) the force plateau prior to rupture
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Figure 2. Typical force curves from (a) the depot region and (b) the
target region. The cutting process in the depot region ends with a
short plateau in the force—distance curve when the DNA is unzipped.
When pasting the construct to the target area, the break of the
antibody—antigen bond results in a sudden drop of the gradually built
up force. In some cases no molecules were picked up or delivered,
which is reflected in the zero-force curves. (c) The deposition process
can be monitored in TIRF microscopy. Photons scattered from the
cantilever and those emitted by the dye both contribute to the overall
signal, when the cantilever enters the evanescent field. After the
cantilever is retracted, fluorescence of the CyS (left) or GFP (right)
remains until stepwise photobleaching occurs.

is characteristic for the unzipping of handle and anchor DNA,
whereas in (b) the peak is typical for the all-or-none rupture of
the antibody—peptide bond. The blank traces show that we
were not able to pick up or deliver a molecule in all cases, which
required a retry. Figure 2 (c) shows the time traces of a
deposition process monitored in total internal reflection
fluorescence from below. When the AFM tip with its zinc
finger—DNA complex penetrates the evanescent field of the
excitation laser, scattered light gives rise to the sharp increase,
followed by the immediate drop when the tip is withdrawn. The
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remaining fluorescence of the Cy$ label of the transfer DNA
can now clearly be discerned against the background. It
bleaches in a single step, proving at the given buffer conditions
that we had indeed pasted an individual molecule. As was
shown in previous studies, the position of this molecule can be
determined with nanometer precision, given a sufficient
photostability. The GFP signal of a pasted complex was
monitored the same way. As it is well-known, the fluorophore
lifetime of GFP is short. It has to be noted that the fluorophore
is already exposed to the laser excitation while entering the
evanescent field with the cantilever. Nevertheless, the
fluorescence of the deposited GFP is clearly measurable,
proving that the transfer process had not damaged the protein!

In order to demonstrate the robustness of the process, during
900 transport cycles the molecules were assembled to a
micrometer-sized pattern of a red traffic light man.”® The
fluorescence of the CyS5 molecules could be imaged in
objective-type TIRF microscopy”’ when excited with a red
laser, albeit due to the Abbe-limited optics not in single-
molecule resolution. The microscope was then switched to blue
laser excitation and molecules were assembled to form the
pattern of a green traffic light man. After the assembly the green
emission of the GFP molecules was recorded. The results are
shown in Figure 3. The two strongly fluorescing patterns prove
the high reliability and robustness of this transport process.
They also confirm that both the fusion protein, giving rise to

W Target

Figure 3. After 900 transport cycles of a protein—DNA construct a
pattern displaying the red man of a pedestrian traffic light was
assembled. The red emission of the Cy$ label at the DNA part was
then measured. Next, the pattern of a green man was assembled, and
this time the green fluorescence of the transferred GFP molecules was
recorded. It proves that not only the cantilever-bound antibody
fragment but also the transfer construct stays intact during the transfer
cycles. The forces occurring during the transfer process are low
enough so that the functionality of the transported GFP is not
destroyed.

the GFP fluorescence, and the CyS-labeled DNA are
transported together. It should be noted that imperfections in
the pattern arise from the varying functionalization densities in
the depot and construction area but do not affect the
conclusions drawn from this figure, that SMC&P of proteins
is a feasible and robust process with negligible loss in transfer
efficiency.

While the functionalization density of the involved molecules
was chosen to result in an average transfer of two protein—
DNA complexes per cycle (Figure S2, SI) it can be adjusted to
yield varying transfer rates, as required for the respective
application.

The critical components, when transferring and assembling
proteins by SMC&P are the proteins that should be arranged
and observed. Twice during the transfer process are forces
applied to the GFP—first during the cut and again during the
paste step. Forces are required to be low enough so as not to
alter the structure of the protein and destroy its functionality.
The fluorescence of the green traffic light man unambiguously
proves that the GFP is still functional. The highest mean force
that occurs during an SMC&P cycle arises as the antibody—
antigen bond breaks. This force was set to be below 40 pN.
Thus, the hierarchical force system is gentle enough for the
transfer of proteins that do not undergo serious conformational
changes before this value is reached. GFP was reported to open
the barrel structure only at a force of around 100 pN.*®
Destruction should therefore not be expected.

Protein SMC&P harbors several advantages over established
protein deposition methods. It offers an extremely high spatial
resolution, around 10 nm, that is merely limited by the length
of the spacers'® used for functionalization. While the
mechanical control over the deposition process is key to this
accuracy, it is importantly also used as a readout. The
adjustability of the number of transport events by means of
the surface functionalization density allows for versatile
applications. Writing protein arrays containing several mole-
cules of each species is possible as well as the precise deposition
of a single protein, e.g. in the center of a zero mode
waveguide.

This proof of concept provides a technological approach,
which will allow for the assembly of networks from arbitrary
protein constituents. Systems which develop new functionalities
depending on their arrangement®”*’ can be designed and
studied with respect to composition and alignment. Also the
assembly of enzyme cascades will become possible and may be
studied by means of single-molecule fluorescence techniques. In
combination with theoretical modeling this will provide for new
insights into the cooperativity, stochastics, and kinetics
underlying enzymatic reactions and signaling cascades.””™**
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Measurement details, preparation of proteins, surface chem-
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