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Imaging of the DNA Double Helix with PeakForce
Tapping Mode Atomic Force Microscopy

DNA was one of the first biological molecules visualized by
atomic force microscopy (AFM). It continues to be imaged
by AFM for studies of DNA structure, topology, dynamics,
and interaction with proteins. With a few exceptions, early
AFM images showed DNA as a long featureless polymer
with no indication of its underlying helical structure.
However, with enhanced force control and sharp AFM tips,
it has been possible to resolve, in buffer solution, the two
oligonucleotide strands of the Watson-Crick double helix
for single DNA molecules that were physisorbed on a mica
substrate.’2 Recent advances in AFM have made such
studies more achievable.3 In particular, Bruker’'s exclusive
PeakForce Tapping® technology has enabled routine high-
resolution imaging of the DNA double helix at quantifiable
imaging forces, without the need for specialized probes or
restrictive AFM designs.

The Introduction of AFM into Biological Research

The introduction of TappingMode™ in the early 90s led

to a significant increase in the use of AFM for biological
research.414 In TappingMode, the probe oscillates at its
fundamental resonance frequency, and the vertical position
of the tip (or sample) is continuously adjusted to maintain
a constant amplitude of oscillation as the probe scans
across a surface. This constant amplitude is usually set
slightly below the amplitude of the freely oscillating probe

at some microns away from the sample surface. The probe
oscillation essentially represents a tapping motion, with the
probe continuously moving in and out of contact with the
surface. The intermittent nature of the tip-sample contact
reduced the shear forces associated with the previously
used contact mode AFM. This puts less stringent demands
on how rigidly the sample of interest is attached to a hard
substrate, reducing the need of fixation and thus allowing
the sample to be imaged under more physiologically
relevant conditions.

Unfortunately, despite the advantages that TappingMode
offers for studying the structure of biological samples, it
has been criticized for ultimately providing lowerresolution
images of biomolecules than contact mode imaging.'® Key
to obtaining high-resolution AFM images is the ability to
control the tip-sample interaction forces during imaging.
For the setpoint amplitude to be an accurate measurement
of the tip-sample forces, the free oscillation amplitude

(at some microns above the surface) needs to remain
constant. For TappingMode in liquid this is often not the
case, since the cantilever amplitude not only depends

on the cantilever resonance, but also on its convolution
with mechanical resonances of the fluid cell (the so-called
‘forest of peaks’).’® As the liquid in the fluid cell changes
shape, volume and composition throughout an experiment,
these resonances shift. This can result in changes to the




force applied between the tip and the sample, as the free
amplitude of the cantilever changes. It can therefore be
difficult to accurately determine and control the imaging
force during a TappingMode experiment.

PeakForce Tapping Mode for Routine
High-Resolution Imaging of Biomolecules

In 2010, Bruker released the PeakForce Tapping AFM
imaging mode. In the short time since its introduction,
PeakForce Tapping has seen a rapid uptake in its use for
the study of biomolecules.'”26 In PeakForce Tapping mode,
the tip-sample distance is modulated in a sinusoidal motion
at amplitudes that are typically less than 100 nm and at
frequencies of 1 or 2 kHz. When the AFM probe is brought
into contact with the sample surface, the tip-sample
interaction is controlled by maintaining the maximum force,
or “peak force,” between the tip and the sample constant
(see figure 1a). If one considers the motion of the probe in
terms of Z position, we are essentially performing a force
curve at every pixel position on the sample surface (see
figure 1b). An advantage that PeakForce Tapping has over
other force-distance curve based imaging modes is that
PeakForce Tapping utilizes a continuous feedback loop to
adjust the relative tip-sample position. As such, the imaging
force control benefits from the results of the previous tip-
sample interactions. PeakForce Tapping also uses sinusoidal
ramping rather than linear ramping such that the tip
velocity approaches zero as the tip approaches the surface.
Together, these features of PeakForce Tapping enable direct
and precise control of the tip-sample interaction force,
facilitating imaging in fluid environments at forces of 100
pN or less. This helps protect both the AFM probe and the
sample from potential damage and is one of the key factors
in enabling high-resolution imaging. Additionally, imaging

in PeakForce Tapping is considerably quicker than other
force-distance curve-based imaging modes. As PeakForce
Tapping operates at much higher frequencies (1-2 kHz)

it is capable of performing thousands of force curves

per second. PeakForce Tapping images can therefore be
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Figure 1. In PeakForce Tapping Mode the AFM probe is modulated at
low frequency (1-2 kHz). (A) As the probe is brought into contact with
the surface, the feedback signal is the maximum or “peak” force
applied to the surface. (B) If the motion of the probe is considered

in terms of Z position, one is essentially performing a force curve at
every position of the sample surface.
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acquired at traditional imaging mode scan rates at high
pixel resolution (>512 x 512 pixels).

In addition to protecting delicate samples and tips from
damage by maintaining low imaging forces, PeakForce
Tapping has also made imaging in fluid easier and
effectively more consistent by eliminating the need to tune
the cantilever. Unlike TappingMode, PeakForce Tapping does
not operate at the resonance frequency of the AFM probe,
such that cantilever tuning is simply not needed. PeakForce
Tapping technology has also facilitated the self-optimizing
ScanAsyst® imaging mode. In ScanAsyst, auto-optimization
of the imaging setpoint prevents setpoint drift, which
commonly occurs in other AFM operating modes, such

as TappingMode and contact mode, due to resonance

peak shifting and/or cantilever deflection drift. This auto-
optimization of the imaging force at the point of each
tip-sample interaction enables PeakForce Tapping to acquire
high-resolution images more routinely than contact mode
or TappingMode. Together with auto-optimization of other
parameters in ScanAsyst mode, such as gain and scan rate,
PeakForce Tapping now results in faster, more consistent
data, regardless of the user skill level.

The performance of PeakForce Tapping can be illustrated
by imaging single virus capsids. In previous AFM studies of
virus capsid structure where TappingMode was successfully
employed, the virus particles were typically arranged in

a two-dimensional (2D) crystal structure.2’ The 2D array
provides the mechanical stability to the individual virus
particles so that they are not distorted or damaged under
the force of the AFM probe. As virus capsids are delicate
structures, high-resolution images to date have typically
been obtained using “jumping mode” AFM.28.29 As in
PeakForce Tapping mode, jumping mode conducts discrete
force curves along the fast scan axis, with topography data
being derived from these force curves. However, unlike
jumping mode, for each individual force curve in PeakForce
Tapping the real-time feedback loop subtracts background
artifacts that are typically caused by viscous drag due to
the motion of the cantilever in fluid. The removal of this
background increases the sensitivity at which the peak
force is detected and therefore allows the use of much
lower imaging forces. Figure 2 shows a PeakForce Tapping
image of a single herpes simplex virus. The arrangement of
protein molecules as three-dimensional (3D) subunits on
the surface of the virus capsid, also known as capsomeres,
is clearly visible. It is important to note that these virus
particles were imaged as individual and isolated particles
without lateral stabilization.



Figure 2. 3D topography image of a single herpes simplex virus
obtained in ScanAsyst mode in buffer solution. The spatial
arrangement of the individual protein molecules on the surface of the
virus capsid, also known as the capsomere, is clearly visible in the
AFM image (ScanAsyst Fluid+ probe, k~0.7 N/m).

PeakForce Tapping Imaging of the DNA
Double Helix

DNA is another highly suitable sample benchmark for
PeakForce Tapping. It has been extensively imaged by AFM
and was one of the first samples used to demonstrate the
potential of TappingMode for imaging biomolecules.30-33
DNA is made up of two polynucleotide strands that form

a double helix. B-DNA, the “"Watson-Crick” form of DNA,
exhibits a right-handed helix with a helical repeat (pitch) of
~3.6 nm, with major and minor grooves of widths ~2.2 nm
and ~1.2 nm, respectively. The vast majority of DNA images
in the AFM literature display DNA molecules as featureless
strands. Recent developments in AFM technology,
however, have facilitated the visualization of the DNA
double helix as a tilted, double-banded structure repeating
along the molecule using specialized instruments.12 Here
we will show a method by which the secondary structure of
DNA can be imaged using PeakForce Tapping and standard
cantilevers.3

As with all AFM studies conducted in fluid environments,
sample preparation is central to successfully imaging the
DNA double helix. As such, the DNA plasmid must first be
adsorbed on a suitable surface. One of the most commonly
used substrates for AFM imaging is mica: Its planar
structure can be readily cleaved using sticky tape, revealing
an atomically flat and clean surface. However, at neutral pH,
mica has an overall negative surface charge, which does
not favor adsorption of the also negatively charged DNA.
Several methods have been developed to overcome this, all
of which essentially act to functionalize the mica to create a
positive interface to which the DNA can attach.

As early as 1995, Mou et al. resolved the pitch of B-DNA
by AFM as a periodic modulation of 3.4 £0.4 nm.34 In their
study, DNA was adsorbed onto the surface of a cationic
supported lipid bilayer, deposited on a mica substrate.
Interestingly, the pitch of the DNA was only observed
when the DNA strands were densely and uniformly
packed on the bilayer surface, and not where bilayers

were populated by individual isolated DNA strands. The
researchers concluded that this close packing limited the
movement of the molecules, supported by the knowledge
that DNA is a highly dynamic molecule, having both
translational and rotational movement.3® The resolution
obtained on DNA thus depends on the degree of adhesion
and immobilization of the DNA molecules on the substrate.
Providing an alternative for cationic lipid surfaces, mica can
be chemically modified with 3-aminopropyltriethoxysilane
(APTES) or 1-3-aminopropylsilatrane (APS), to give a positive
interface with which the DNA can interact.36

Divalent cations provide an alternative way to adsorb DNA
to mica, where the adhesion can, to some extent, be
tuned by the cationic concentration in the solution,37 with
Ni2+ being a convenient and effective option. The Ni2* ions
are used to bridge the negative charge of the mica and
mediate absorption of the DNA strands. Typically, higher
Ni2+ concentrations lead to a stronger binding of adsorbed
DNA molecules to the mica, with the caveat that they also
increase the surface contamination by aggregated salt.3

In 2012, Leung et al. were the first to successfully image
the major and minor grooves of a single DNA molecule,
using a 1-5 mM concentration of NiCl, to adsorb the DNA
onto a mica surface.’ While this low concentration helps to
minimize any adverse structural effects on the DNA strands,
and reduce surface contamination, it also leaves the DNA
loosely bound to the mica surface and as such creates a
greater challenge for high-resolution imaging. Leung et

al. attributed their success to improved force sensitivity,
which in this case was achieved by use of a homebuilt
interferometry-based AFM in addition to customized small
cantilever probes. Others subsequently resolved the DNA
double helix by using imaging solutions containing very high
concentrations of Ni2+ (~50 mM).2

Employing the same DNA immobilization strategy as
Leung et al., our goal was to resolve the helical structure of
loosely bound DNA using the low and precisely controlled
imaging forces enabled by PeakForce Tapping mode, as
achieved by Pyne et al.3To demonstrate that this type of
spatial resolution is not specific to a particular AFM system
or probe, we carried out PeakForce Tapping experiments on
the MultiMode 8, Dimension FastScan Bio, and BioScope
Resolve™ atomic force microscopes (see figure 3) using
ScanAsyst Fluid+, MSNLF, FastScan-D, and ScanAsyst
Fluid-HR probes, which all have standard silicon tips.
PeakForce Tapping imaging on the MultiMode 8 in 10

mM HEPES, 1 mM NiCl,, pH 74 revealed corrugations
along the DNA strand that correspond to the major and
minor grooves of the DNA double helix (see figure 4A).

A high-resolution image obtained on the BioScope

Resolve (inset of figure 4A) was obtained under the same
imaging conditions while operating on an inverted light
microscope and using ScanAsyst Fluid-HR probes. This
image illustrates the widths of the alternating major and
minor grooves, at 2.2 nm and 1.2 nm, respectively. To
analyze the mobility of the surface-bound DNA, continuous



high-speed TappingMode

imaging was performed on the
plasmid DNA immobilized on

the mica surface in TmM NiCl,
(see figure 4B), using the FastScan
Bio atomic force microscope and
FastScan-D probes that have a
small cantilever but a standard
silicon tip. The time series of high-
speed images illustrates that while
some parts of the DNA strand
remain immobile under continuous
imaging, other parts move over the
surface. Therefore, while the Ni2+
immobilizes the DNA sufficiently to
enable high-resolution imaging of
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the helical structure, it also allows
for some degree of rotational

and translational movement of

the individual strands. Height
variations were also observed in
the topography along the length

of the DNA, possibly indicating
twisting of the DNA strand (see
figure 5A). This would also suggest
that the low concentration of Ni2+
allows the DNA to maintain a more
physiologically relevant structure
on the mica surface.

As stated earlier, one of the
keys to obtaining high-resolution
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Figure 3. Using PeakForce Tapping and standard
AFM probes, imaging of the DNA double helix was
demonstrated on all of Bruker's high-performance
BioAFM systems: (left) Dimension FastScan Bio
AFM, (middle) MultiMode 8 AFM, (right) BioScope
Resolve AFM.

“48nm

Figure 4. (A) PeakForce Tapping image of a DNA plasmid taken in buffer solution using the Multimode 8 and MSNL-F probes (k~0.6 N/m)
showing corrugation corresponding to the major and minor grooves of the DNA double helix. The inset is a high-resolution image of a DNA
plasmid obtained using the BioScope Resolve operated on an inverted optical microscope and ScanAsyst Fluid-HR probes (k~0.05 N/m). The
cross section taken along the strand, as indicated by the dotted line, shows the widths of the alternating major and minor grooves at 2.2 nm
and 1.2 nm, respectively. (B) Time series of high-speed AFM images of the same type of plasmid DNA obtained in TappingMode showing
that at low NiCl; concentration some parts of the DNA remain immobile under continuous imaging (green arrows) while other parts of the
same strand show a high degree of movement (red arrows). High-speed imaging was conducted on the FastScan Bio AFM using FastScan-D

probes (k~0.2 N/m).
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Figure 5. (A) Topography image of a DNA plasmid captured in PeakForce
Tapping mode in buffer solution. Local height variations are visible
along the molecule as changes in color (white to red). (B) (i-iii) A DNA
plasmid imaged at peak forces of 39, 70, and 193 pN, respectively,
with the major and minor grooves of the DNA double helix visualized at
higher magnification (insets). Color scales: 3 nm (for low magnification);
2 nm (for the insets). (iv) Height profiles measured across the DNA, as
indicated by the dashed line in the inset of B, for different peak forces.
(v) Measured height along the same section across the molecule (as iv)
as a function of peak force. Figure 5(B) is reproduced with permission
from Pyne et al.3
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Figure 6. PeakForce Tapping image of groove depth variations in the DNA plasmid topography obtained using the FastScan Bio AFM and
FastScan-D probes (small cantilever and standard silicon tip). (A) Low-magnification AFM topography image of a plasmid showing corrugation.
The white rectangle indicates the area imaged in B. (B) Higher-magnification trace (white arrow to right) and retrace (white arrow to left)
images of this area showing corrugation consistent with the B form of DNA, for consecutive images. (C) Trace (solid) and retrace (dashed)
height profiles taken along straight lines as indicated in B, closely following the backbone of the four plasmid scans and averaged over a
5-pixel (~0.5) width. The height profiles confirm the observed corrugation to be the alternating major and minor grooves of double helix
structure and that these grooves vary in depth along the DNA strand. The height profiles have been offset by multiples of 0.6 nm for clarity.
Color scales: 3.5 nm (A), 1.1 nm (B). Reproduced with permission from Pyne et al.?



images of the DNA double helix is precise and continuous
control of the force applied to the sample. PeakForce
Tapping has the unique advantage over other intermittent
contact modes in that the imaging force is easily quantified
at all times. Figure 5B(i-iii) shows the effect of force on
AFM topography using PeakForce Tapping mode on the
Multimode 8 with MSNL-F probes. To best illustrate

how the DNA is compressed with increasing tip-sample
force, the height scale is kept the same for all images.

At the minimum possible applied peak force of 39 pN,

the measured height of the plasmid is close to the 2 nm
diameter of DNA, as derived from its crystal structure
(corresponding AFM height profiles shown in figure 5B(iv)).
There is, however, very little corrugation visible along the
length of the DNA strand in corresponding high-resolution
images, shown in the inset of figure 5B(i), which may be
due to difficulties in tracking the molecule at these low
forces. At 70 pN of applied force, a 20% compression of
the molecule occurs, reducing the measured height of

the plasmid to ~1.6 nm. At this force the corrugation is
most visible, as shown in the inset of figure 5B(ii). Beyond
100 pN, the major and minor grooves become less clear
(figure 5B(iii)) and the measured heights reduce to <1.5 nm,
similar to earlier TappingMode AFM experiments in
liquid.3438 At this point, the sample is also at significant risk
of being dislocated from the mica surface, demonstrated
by the movement of the molecule as indicated by the white
arrow. Figure 5B(v) shows that the measured height agrees
with the diameter of the DNA for applied forces of around
50 pN or less, while slightly more force may need to be
applied to accurately resolve the secondary structure, as
evident in the PeakForce Tapping images.

Figure 6A shows a high-resolution image of a DNA

plasmid imaged by PeakForce Tapping on the FastScan Bio
using FastScan-D probes at low force. This image shows
corrugation corresponding to the double helix. To further
investigate this structure, the scan size was reduced to
image the smaller area highlighted by the white box. High-
resolution images of this smaller scan area are shown in
figure 6B in which the major and minor grooves of the
strand are clearly shown. The double helix structure is
clearly visible in both the trace and retrace images, with the
scan direction indicated by the white arrows, as well as in a
number of subsequent scans that are shown in time order.
Interestingly, the major and minor grooves show variations
in depth along the strand, which are reproduced between
trace and retrace scans and in subsequent images (see
figure 6C). This demonstrates that not only can PeakForce
Tapping resolve the submolecular features of the DNA
double helix but that it is also able to reproducibly image
variations in this helical structure.

Conclusion

PeakForce Tapping mode provides precise force control
and easy quantification of the tip-sample interaction force,
enabling imaging at forces of less than 100pN to obtain
high-resolution images of soft biological samples in fluid
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environments. The high-resolution imaging capability of
PeakForce Tapping mode is demonstrated by resolving

the major and minor groves of the DNA double helix on
individual plasmids using Bruker’'s MultiMode 8, Dimension
FastScan Bio, and BioScope Resolve atomic force
microscopes. The ability to reliably achieve this type of
submolecular resolution consistently, without the need for
specialized probes or dedicated AFM designs, is helping to
redefine the high-resolution imaging performance of atomic
force microscopes for biological samples.

References

1. Leung, C., Bestembayeva, A., Thorogate, R., Stinson,
J., Pyne, A., Marcovich, C., Yang, J., Drechsler,
U., Despont, M., Jankowski, T., Tschope, M., and
Hoogenboom, B.W., “Atomic Force Microscopy with
Nanoscale Cantilevers Resolved Different Structural
Conformations of the DNA Double Helix,” NanoLett.
Vol 12 (2012) 3846-50.

2. ldo, S., Kimura, K., Oyabu, N., Kobayashi, K., Tsukada,
M., Matsushige, K., and Yamada, H., “Beyond the Helix
Pitch: Direct Visualization of Native DNA in Aqueous
Solution,” ACS Nano Vol 7 (2013) 1817-22.

3. Pyne, A., Thompson, R., Leung, C., Roy D., and
Hoogenboom, B.W., “Single-Molecule Reconstruction
of Oligonucleotide Secondary Structure by Atomic
Force Microscopy,” Small 10 (2014) 3257-61.

4. Umemura, K., Arakawa, H., and lkai, A., “High
Resolution Images of Cell Surface Using a Tapping-
Mode Atomic Force Microscope,” Jpn. J. Appl. Phys.
Vol 32 (1993) L1711-14.

5. Bezanilla, M., Drake, B., Nudler, E., Kashlev, M.,
Hansma, P.K., and Hansma, H.G., “Motion and
Enzymatic Degradation of DNA in the Atomic Force
Microscope”, Biophys. J. Vol 67 (1994) 2454-59.

6. Putman, C.A.J., van der Werf, K.O., de Grooth, B.G.,
van Hulst, N.F. and Greve, J., "Viscoelasticity of Living
Cells Allows High Resolution Imaging by Tapping Mode
Force Microscopy,” Biophys. J. Vol 67 (1994) 1749-53.

Radmacher, M., Fritz, M., Hansma, H.G., and Hansma,
P.K., “Direct Observation of Enzyme Activity with the
Atomic Force Microscope,” Science Vol 265 (1994)
1577-79.

8. Fritz, M., Radmacher, M., Allersma, M.\W., Cleveland,
J.P., Stewart, R.J., Hansma, P.K., and Schmidt, C.F,,
“Imaging Microtubules in Buffer Solution Using Tapping
Mode Atomic Force Microscopy,” SPIE Vol 2384 (1995)
150-57.

9. Fritz, M., Radmacher, M., Cleveland, J.P., Allersma,
M.W., Stewart, R.J., Gieselmann, P., Janmey, P,
Schmidt, C.F., and Hansma, P.K., “Imaging Globular
and Filamentous Proteins in Physiological Buffer
Solution with Tapping Mode Atomic Force Microscopy,”
Langmuir Vol 11 (1995) 3529-35.



10

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

. Martin, L.D., Vesenka, J.P., Henderson, E., and Dobbs,
D.L., “Visualization of Nucleosomal Substructure
in Native Chromatin by Atomic Force Microscopy,”
Biochemistry Vol 34 (1995) 4610-16.

Dunlop, D.D., Maggi, A., Soria, M.R., and Monaco, L.,
“Nanoscopic Structure of DNA Condensed for Gene
Delivery,” Nucleic Acids Res. Vol 25 (1997) 3095-01.

Kasas, S., Thomson, N.H., Smith, B.L., Hansma,
H.G., Zhu, X., Guthold, M., Bustamante, C., Kool, E.T.,
Kashlev, M., and Hansma P.K., “Escherichia coli RNA
Polymerase Activity Observed Using Atomic Force
Microscopy,” Biochemistry Vol 36 (1997) 461-68.

Lyubchenko, Y.L., and Shlyakhtenko, L.S., “Direct
Visualization of Supercoiled DNA in Situ with Atomic
Force Microscopy,” Proc. Natl. Acad. Sci. USA Vol 94
(1997) 496-01.

Shlyakhtenko, L.S., Potaman, V.N., Sinden, R.R.,

and Lyubchenko, Y.L., “Structure and Dynamics of
Supercoil-Stabilized DNA Cruciforms,” J. Mol. Biol. Vol
280 (1998) 61-72.

Moller C., Allen, M., Elings, V., Engel, A., and Mueller,
D.J., "Tapping-Mode Atomic Force Microscopy
Produces Faithful High-Resolution Images of Protein
Surfaces,” Biophys. J. Vol 77 (1999) 1150-58.

Schaffer T.E., Cleveland J.P., Ohnesorge F., Walters
D.A., and Hansma P.K., "Studies of Vibrating Atomic
Force Microscope Cantilevers in Liquid,” J. Appl. Phys.
Vol 80 (1996) 3622-27.

Li, A., Sun, W., Tan, K.S.W., and Lim, C.T., “Molecular
Mechanistic Insights into Cytoadherence of Human

Malaria Infection,” 6t \World Congress of Biomechanics

(2010).

Adamcik, J., Berquand, A., and Mezzenga, R., “Single-
Step Direct Measurement of Amyloid Fibrils Stiffness
by Peak Force Quantitative Nanomechanical Atomic
Force Microscopy,” App. Phys. Lett. Vol 98 (2011)
193701-73.

Rico, F., Su, C., and Scheuring, S., “Mechanical
Mapping of Single Membrane Proteins at Submolecular
Resolution”, NanoLett. Vol 11 (2011) 3983-3986.

Sweers, K., van der Werf, K., Bennink, M., and
Subramaniam, V., “Nanomechanical properties of
o-synuclein amyloid fibrils: a comparative study by
nanoindentation, harmonic force microscopy, and
PeakForce QNM", Nano. Res. Lett. Vol 6 (2011)
270-279.

Alsteens, D., Dupres, V., Yunus, S., Latge, J.P,,
Heinisch, J.J. and Dufrene, Y.F., “High-resolution
imaging of chemical and biological sites on living cells
using peak force tapping atomic force microscopy”,
Langmuir Vol 28 (2012) 16738-16744.

22.

23.

24.

25.

26.

27.

28.

29.

30.

32.

33.

Heu, C., Berquand, A., Elie-Caille, C., and Nicod, L.,
"Glyphosate-induced stiffening of HaCaT keratinocytes,
a Peak Force Taping study on living cells”, J. Struc. Biol.
Vol 178 (2012) 1-7.

Picas, L., Rico, F., and Scheuring, S., “Direct
Measurement of the Mechanical Properties of Lipid
Phases in Supported Bilayers,” Biophys. J. Vol 102
(2012) LO1-03.

Pletikapic, G., Berquand, A., Misic Radic, T., and
Svetlicic, V., "Quantitative Nanomechanical Mapping of
Marine Diatom in Seawater Using Peak Force Tapping
Atomic Force Microscopy,” J. Phycology Vol 48 (2012)
174-85.

Landoulsi, J., and Dupres, V. “Direct AFM Force
Mapping of Surface Nanoscale Organization and Protein
Adsorption on an Aluminum Substrate,” Phys.Chem.
Chem. Phys. Vol 15 (2013) 8429-40.

Zhao, B., Song, Y., Wang, S., Dai, B., Zhang, L.,

Dong, Y., Lu, J., and Hu, J., “Mechanical Mapping of
Nanobubbles by PeakForce Atomic Force Microscopy,”
Soft Matter Advance Article (2013).

Kuznetsov, Y.G., Malkin, A.J., Lucas, R.W., Plomp, M.,
and McPherson, A., “Imaging of Viruses by Atomic
Force Microscopy,” J. Gen. Virology Vol 82 (2001)
2025-34.

Moreno-Herrero, F., Colchero, J., Gomez-Herrero,

J., and Baro, A.M., “Atomic for Microscopy Contact,
Tapping, and Jumping Modes for Imaging Biological
Samples in Liquids,” Phys. Rev. Vol 69 (2004) 031915-
1-041915-9.

Badayon, M., Wuite, G.J.L., and Roos, W.H., “Imaging
and Manipulation of Single Viruses by Atomic Force
Microscopy,” Soft Matter Vol 6 (2010) 5273-85.

Hansma, H.G., Laney, D.E., Bezanilla, M., Sinsheimer,
R.L., and Hansma, P.K., “Applications for Atomic
Force Microscopy of DNA,” Biophys. J. Vol 68 (1995)
1672-77.

. Rivetti, C., Guthold, M., and Bustamante, C.,

"Scanning Force Microscopy of DNA Deposited onto
Mica: Equilibrium Versus Kinetic Trapping Studied by
Statistical Polymer Chain Analysis,” J. Mol. Biol. Vol
264 (1996) 919-32.

Lyubchenko, Y.L. and Shlyakhtenko, L.S., “Visualization
of Supercoiled DNA with Atomic Force Microscopy

in situ,” Proc. Natl. Acad. Sci. USA Vol 94 (1997)
496-501.

Shlyakhtenko, L.S., Hsieh, P., Grigoriev, M., Potaman,
V.N., Sinden, R.R., and Lyubchenko, Y.L., “A Cruciform
Structural Transition Provides a Molecular Switch for
Chromosome Structure and Dynamics,” J. Mol. Biol.
Vol 296 (2000) 1169-73.



34. Mou, J., Czajkowsky, D.M., Zhang, Y., and Shao, Z.,
“High-Resolution Atomic-Force Microscopy of DNA:
The Pitch of the Double Helix,” FEBS Lett. Vol 371
(1995) 279-82.

35. Levitt, M., “Computer Simulation of DNA Double-Helix
Dynamics,” Cold Spring Harbor Symp. Quant. Biol. Vol
47 (1983) 271-75.

36. Lyubchenko, Y.L, “Preparation of DNA and
Nucleoprotein Samples for AFM Imaging,” Micron Vol
42 (2011) 196-206.

37. Hansma, H.G. and Laney, D.E., “DNA Binding to Mica
Correlates with Cationic Radius: Assay by Atomic Force
Microscopy,” Biophys. J. Vol 70 (1996) 1933-39.

38. Hansma, H.G., “Surface Biology of DNA by Atomic
Force Microscopy,” Annu. Rev. Phys. Chem. Vol 52
(2001) 71-92.

Authors

Andrea Slade, Bruker Nano Surfaces (andrea.slade@bruker.com)

Shuiging Hu, Bruker Nano Surfaces (shuiging.hu@bruker.com)

With contributions from

Alice Pyne, University College London, UK (alice.pyne.10@ucl.ac.uk)

Bart Hoogenboom, University College London, UK (b.hoogenboom@
ucl.ac.uk)

@ Bruker Nano Surfaces Divison
Santa Barabara, CA - USA
+1.805.967.1400
productinfo@bruker-nano.com

www.bruker.com/nano

©2015 Bruker Corporation. All rights reserved. AN142, Rev. Al



