
Simulations of DNA-Origami Self-Assembly Reveal Design-
Dependent Nucleation Barriers
Alexander Cumberworth,* Daan Frenkel, and Aleks Reinhardt

Cite This: Nano Lett. 2022, 22, 6916−6922 Read Online

ACCESS Metrics & More Article Recommendations *sı Supporting Information

ABSTRACT: Nucleation is the rate-determining step in the
kinetics of many self-assembly processes. However, the importance
of nucleation in the kinetics of DNA-origami self-assembly, which
involves both the binding of staple strands and the folding of the
scaffold strand, is unclear. Here, using Monte Carlo simulations of
a lattice model of DNA origami, we find that some, but not all,
designs can have a nucleation barrier and that this barrier
disappears at lower temperatures, rationalizing the success of
isothermal assembly. We show that the height of the nucleation
barrier depends primarily on the coaxial stacking of staples that are
adjacent on the same helix, a parameter that can be modified with
staple design. Creating a nucleation barrier to DNA-origami
assembly could be useful in optimizing assembly times and yields,
while eliminating the barrier may allow for fast molecular sensors that can assemble/disassemble without hysteresis in response to
changes in the environment.
KEYWORDS: DNA origami, self-assembly, control of nucleation, isothermal assembly, coarse-grained models

The design and production of DNA-origami structures has
grown into a mature field.1 In these structures, a long DNA

“scaffold” strand is folded into a target structure by hybridizing
with a number of designed shorter “staple” strands that connect
chosen binding domains on the scaffold strand. However, while
there is much practical knowledge on how to optimize the
assembly of DNA origamis,2−4 an understanding of the
underlying physical mechanisms, such as the nature of any
free-energy barriers to assembly and their dependence on
assembly conditions, is lacking.
There is some experimental evidence that nucleation may be

less important for origami self-assembly than for other assembly
processes, such as crystallization. For instance, although DNA-
origami assembly is often performed by slowly decreasing the
temperature of a mixture with an excess of staple strands over
several hours or even days,5 it is also possible to assemble such
structures isothermally following a high-temperature denaturing
step.2,3,6−12 Moreover, isothermal assembly has been shown to
be faster for a range of designs, with the optimal temperature for
this process depending on both the design of the target structure
and the conditions.2,3,7 On the other hand, many studies on
DNA origami have found hysteresis between melting and
annealing as the temperature is varied,7,13−21 which suggests the
presence of significant free-energy barriers. It has been suggested
that the melting−annealing hysteresis could be attributed to a
nucleation barrier to staple binding,7,12,22 but no numerical
evidence has been given to show that such a barrier exists.

In contrast to DNA-origami assembly, nucleation has been
shown to be important in the self-assembly of “DNA-brick”
structures,23,24 which consist of a large number of short unique
strands that assemble in the absence of a scaffold strand. The
nucleation barrier for DNA-brick self-assembly plays an
important role in allowing the error-free assembly of these
many-component systems.25 This barrier has been studied in
some depth, as control of the nucleation barrier enables the
design of DNA-brick structures that have favorable assembly
kinetics.26−31 By contrast, although DNA-origami self-assembly
has been successfully modeled16,17,32 and subsequently
validated,33 most existing simulation methods are too computa-
tionally expensive to allow for a systematic study of possible
nucleation barriers.
However, we have previously developed a more coarse-

grained model that represents DNA origami at the level of
binding domains.34 A binding domain is the basic unit of origami
design: in the final assembled state, each binding domain on the
scaffold is bound to a complementary binding domain on a
staple. The model accounts for hybridization free energies,
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coaxial stacking of helices, and steric interactions. To study
nucleation behavior more accurately, we have made some
modifications to the model so that it better represents stacking
and steric interactions and provides a more accurate
representation of the chemical potential of the staples. We
provide details of the model and simulation methods in the
Supporting Information (SI).
In this Letter, we use simulations with this coarse-grained

model to show that nucleation can be a rate-limiting step in
origami formation. In order to be able to define free-energy
barriers to nucleation, we must first define order parameters that
can quantify the progress of self-assembly. Here, we consider
two order parameters: the numbers of (i) fully bound staples and
(ii) bound-domain pairs. The former effectively accounts for the
size of the cluster and is analogous to the order parameter used
in classical nucleation theory and DNA-brick self-assembly,
while the latter provides us with a higher-resolution view of the
mechanism by which staples bind. By calculating the free
energies associated with each possible value of the order
parameter between assembled and unassembled states, we can
determine whether barriers to assembly exist and, if so, estimate
their magnitude.
To demonstrate the range of possible behaviors, we consider

four systems: two that have been characterized in ref 34 (Figure
1(a) and (b)), and two other systems (see below) with as many
crossovers as possible (Figure 1(c)). The two previously studied
designs are (a) system S, a 24-binding-domain-scaffold system
with 12 staple types, each with two binding domains (Figure
1(a)), which had been designed and simulated using the oxDNA
model,32 and (b) system D, a 21-binding-domain-scaffold
system with six two-binding-domain staple types and eight
single-binding-domain staple types (Figure 1(b)), which
represents a subset of the system used by Dannenberg et al.17

and Dunn et al.16 In these two systems, each binding domain has
a defined sequence. We consider both sequence-specific and
averaged interaction energies (details in the SI).
The free energies for systems S and D show no nucleation

barrier along either order parameter considered with both
averaged hybridization free energies (Figures 2(a) and S8) and
sequence-specific hybridization free energies (Figure S9). For

computational simplicity, we define the melting temperature as
the temperature at which the free energies of the fully assembled
and fully unassembled states are equal. For both systems, at high
(low) temperatures, the unassembled (assembled) state is
favored, but at the melting temperature, the free energy as a
function of the number of fully bound staples is lowest for the
partially assembled state. In Figure 2(a)(i) and (ii), the free
energies along the number of bound-domain pairs alternate
between higher and lower values; this is consistent with the
second binding domain of a staple having a lower entropic cost
of binding than the first binding domain of a staple, and with a
small easily surmountable barrier for staples that are near their
individual melting points.
Although there is no nucleation barrier in these specific

systems, it is known from experiments that hysteresis sometimes
arises in DNA-origami systems. To determine conditions under
which a nucleation barrier can arise, we first note that, in the
context of DNA-brick self-assembly, it was shown that increasing
the coordination number of the assembly units increases the
barrier height.35 Typical DNA bricks have a coordination
number of four, while for the DNA origami designs of systems S
and D, it is two at most. To test whether the same principle
might apply in the context of DNA origamis, we increase the
number of binding domains per staple as a way of increasing the
coordination number. To this end, we design a set of systems
that have the maximum number of crossovers possible for a
system with a given number of staple types and helices in the
assembled structure (Figure 1(c)). In the assembled state of
these designs, the scaffold forms a series of rows in a single plane,
each of which comprises a single helix. In each column, a single
staple crosses over all helices formed by the scaffold, and thus the
number of binding domains per staple corresponds to the
number of rows in the design. Because we are more interested in
trends for these systems and because there was no qualitative
difference in the results between the sequence-specific and
averaged hybridization free energies for systems S and D, we
consider only the averaged hybridization free energies for our
designed systems. In this study, we restrict ourselves to systems
that have nine binding domains per row and consider two- and
three-row variants.

Figure 1. Cartoon helix representations of the systems simulated in this study. Black circles identify the binding domains, which are both the
fundamental design units of DNA origami and the level to which the model is coarse-grained. (a) System S, which has a 24-binding-domain scaffold
and 12 two-binding-domain staple types. (b) System D, which has a 21-binding-domain scaffold and six two-binding-domain staple types, as well as
eight single-binding-domain staple types. (c) Two- and three-row systems, with a dashed line showing the cut below which is the two-row system. The
two-row system has an 18-binding-domain scaffold and nine two-binding domain staple types, while the three-row system has a 27-binding-domain
scaffold and nine three-binding-domain staple types.
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The free energy for the two-row system along the number of
fully bound staples (Figure 2(b)(i)) at the melting temperature
has no nucleation barrier. By contrast, the three-row system has
a clear barrier to assembly, the maximum of which occurs nearly
halfway along to the fully assembled state, at four fully bound
staples, with a magnitude of ∼10kBT (Figure 2(b)(ii)). In both
systems along the free energies of the number of bound-domain
pairs, similar to the results seen for systems S and D, there are
peaks at regular intervals, occurring with a frequency equal to the
number of binding domains in the staple. In the three-row
system, these peaks effectively add on to the barrier seen in the
number of fully bound staples, giving a total barrier of around
20kBT. The true free-energy barriers to self-assembly are likely
somewhat higher than this due to the initial binding of the first
nucleotide of a domain; however, a higher-resolution model
would be needed to determine their magnitudes. As the
temperature is lowered to below the melting point, the barrier
along the number of fully bound staples disappears after a few
degrees, and the barrier along the number of bound-domain
pairs also decreases substantially (Figure 3(a)). On the other
hand, using averaged hybridization free energies that are 50%
smaller or larger, while substantially shifting the melting
temperature, has almost no effect on the barrier height (Figure
S10): although they bind less (more) strongly, the entropic cost

of binding is lower (higher) because of the shift in melting
temperature, and the two effects appear to cancel each other.
Since all binding domains by construction have the same

hybridization free energy, we might expect the systems to
assemble over a relatively narrow temperature range. However,
the ranges within which the S, two-row, and three-row systems
transition are narrower than they would be for the same number
of independent binding domains (Figure 3(b)). The three-row
system displays an especially sharp transition, from entirely
unbound to entirely bound in less than ∼1 K. The observed
narrowing of the assembly as a function of the temperature in all
studied systems implies that cooperativity is involved in the
assembly process, but the nucleation barrier observed in the
three-row system implies not only stronger cooperativity but
also the presence of a particular type of cooperativity. By
investigating the origins of this cooperativity further, we may
therefore be able to determine under what conditions nucleation
barriers are likely to occur in DNA-origami self-assembly.
Cooperative behavior of staples and binding domains can

occur via three routes: closing of scaffold loops, initial binding of
the domain of a staple to the scaffold, and coaxial stacking of
binding domains adjacent in the same helix.36 The first route, the
closing of loops, could plausibly lead to a nucleation barrier, but
to be a viable pathway, it would generally require initial staples to
bind more strongly than those that bind once loop closure

Figure 2. Free energies calculated for a range of values of selected order parameters. Here, both the number of fully bound staples and the number of
bound-domain pairs are used as order parameters. (a) Free energies for system S, (i) and (ii), and system D, (iii) and (iv), at the melting temperature
Tm, (i) and (iii), and at both a temperature above and below Tm, (ii) and (iv). The melting temperature is defined to be the temperature at which the
free energy of the fully unassembled state is equal to the free energy of the fully assembled state. At the melting temperature for both system S (i) and
systemD (iii), the free energy is downhill to the favored state along the number of fully bound staples, while along the number of bound domains, only
small barriers related to fully binding each staple can be seen. Below and above the melting temperatures for system S (ii) and system D (iv), the free
energies are again downhill to fully assembled and unassembled states, respectively. (b) Free energies for the two-row (i) and three-row (ii) systems at
themelting temperature. In the two-row system, no nucleation barrier is observed, but the three-row system shows a clear nucleation barrier along both
order parameters. Free energies at several temperatures for all systems are plotted in Figure S8. (c) Free energies for the number of fully bound staples
for the two-row (i) and three-row (ii) systems where the strength of the coaxial stacking parameter in the model is varied. For the two-row system, a
multiplier on the stacking parameter is increased from 1 to 2 in increments of 0.25. For the three-row-system, themultiplier on the stacking parameter is
decreased from 1 to 0, also in increments of 0.25. Evidently, there is a strong dependence on the coaxial stacking of not only the magnitude but even the
presence of a nucleation barrier.

Nano Letters pubs.acs.org/NanoLett Letter

https://doi.org/10.1021/acs.nanolett.2c01372
Nano Lett. 2022, 22, 6916−6922

6918

https://pubs.acs.org/doi/suppl/10.1021/acs.nanolett.2c01372/suppl_file/nl2c01372_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.nanolett.2c01372/suppl_file/nl2c01372_si_001.pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig2&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig2&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig2&ref=pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.nanolett.2c01372/suppl_file/nl2c01372_si_001.pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig2&ref=pdf
pubs.acs.org/NanoLett?ref=pdf
https://doi.org/10.1021/acs.nanolett.2c01372?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


becomes thermodynamically favorable. Since we use averaged
hybridization free energies, this mechanism cannot dominate in
this case. The second route leads to the jaggedness of the free
energies along the number of bound-domain pairs in Figure
2(a), but it cannot explain the barrier we observe along the
number of fully bound staples. We therefore focus our
investigation on the stacking of adjacent binding domains
along the same helix.
When a fluctuation occurs in a system so that several staples

bind concurrently in such a way that they can stack with each
other, the energetic gain can be sufficient to overcome the
entropic cost of binding at a temperature that is higher than it
would be for a given staple in isolation. The stronger the stacking
per staple, whether by a more favorable stacking energy at each
domain or by having more domains to stack per staple, the
higher the temperature at which a cluster of staples is able to
bind relative to the staples in isolation. This increased
temperature difference also leads to a higher barrier, as the
fluctuation needed for a given staple to bind has a higher
entropic cost. We therefore anticipate that the more favorable
the stacking energy, the greater the cooperativity and the larger
the nucleation barrier will be.
To test this hypothesis, we run simulations where we vary the

stacking energy parameter. The free energies in Figure 2(c)
reveal that halving the stacking energy in the three-row system
leads to the complete disappearance of the barrier. Moreover,
the temperature range of the transition broadens as the stacking
energy is reduced (Figure S11). On the other hand, in the two-
row system, a clear barrier is seen as the stacking energy is scaled
by 1.5 or more (Figure 2(c)).
We investigate the associated change in the assembly pathway

by calculating expectations of individual staple states for a given
number of fully bound staples. In Figure 4(a), we show that with
the full stacking energy in the three-row system, after the barrier

peak, there is a higher density of bound staples at the center,
which becomes more intense and spreads outward as the
number of fully bound staples increases. With half the original
stacking energy, no such cluster appears (Figure 4(b)). A similar
pattern is seen with the two-row system when comparing
simulations with multipliers on the stacking energy of 0.5, 1, and
1.5 (Figure S13). These results indicate that a nucleation barrier
and assembly pathway can be designed either by making the
stacking energy more favorable (for example, by changing the
salt concentration, by modifying the sequence pairings that
occur at breakpoints, or even by using modified nucleobases
which have different stacking interactions) or by increasing the
number of stacking interactions in the origami design.
In summary, we have demonstrated that nucleation barriers in

DNA origami depend on the coaxial stacking between helices
and that some designs have no barrier at all. Small or nonexistent
barriers and the consequent reversibility in the transition may be
useful in a number of applications since origamis may be
switched between assembled and unassembled states by
changing solution conditions for functional purposes. We have
also shown that origamis that do exhibit nucleation barriers can
be designed bymaximizing the number of crossovers in a system,
thus increasing the effective coordination number, which results
in a high degree of cooperativity and which in turn can be tuned
by modifying the number of binding domains per staple. Since
the resulting nucleation barriers are still surmountable, but the
temperature range over which a transition occurs is very narrow,
one can envisage applications such as molecular-scale
thermometers or, by suitable functionalization, other molecular
sensors.
Our results provide a rationalization for both the success of

isothermal assembly and the hysteresis sometimes observed in
temperature-ramp protocols: origami designs either have no
barrier or have one that exists only around the melting

Figure 3. (a) Barrier height as a function of temperature for the three-row system, with the position of the peak plotted below. The plots in (i) include
the entire domain over which the barrier along the number of fully bound staples is defined; outside of these temperatures, the free energies are either
monotonically increasing or decreasing (Figure S8(d)). The barrier height for the number of bound-domain pairs is calculated by taking the difference
between the value at the peak and the value at the local minimum; in all cases, the local minimum is located at NBD* − 1, where NBD* is the number of
bound-domain pairs at the peak (Figures 2(a)(iv) and S8(d)). The nucleation barrier can be seen to disappear a few degrees below the melting
temperature. (b) Expectation values of the number of fully bound staples as a function of the temperature. The gray lines centered on the two- and
three-row system are the curves that result from assuming the binding domains act independently. (See the SI for calculation details.) The points show
temperatures used in the simulations; for the two- and three-row systems, there is only one point as they are simulated with umbrella sampling. The
lines between the points for system S and systemD are drawn only to guide the eye, while the lines for the two- and three-row system are calculated via
extrapolation. (See the SI for details.) The light gray around the extrapolated lines represents the uncertainty in the extrapolated values. In both (a) and
(b), the dashed lines indicate the value of the order parameter at the fully assembled state for the system (with the corresponding color in (b)). The
three-row system shows an unusually sharp transition between unassembled and assembled states.
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temperature. Moreover, our results suggest that systems can be
designed with barriers optimized for both assembly time and
yield in an isothermal assembly protocol. If staples bind to
multiple places on the scaffold concurrently, then the rearrange-
ment times of the helices in different partially assembled chunks
could be very slow, potentially leading to jammed states. A
barrier allows for assembly pathways that begin locally and then
grow out from that point. While the barrier observed here
disappears a few degrees below the melting temperature, the
assembly temperature could be tuned to be just below the

melting temperature to retain the barrier and still have a good
yield due to the sharp transition.
One possible difference between the self-assembly behavior of

DNA origami and DNA bricks is the latter’s propensity for
aggregating in such a way as to prevent full assembly. In studies
of DNA bricks, it was found that at lower temperatures,
incidental interactions led to the aggregation of partially
assembled structures, creating a rugged free-energy landscape
that inhibits the assembly process.25,26,29,31 Our approach
cannot directly be used to simulate such aggregation in DNA-
origami systems because it does not include free staples or other
scaffolds; however, since the free energies along the number of
bound-domain pairs are always downhill after the binding of the
first domain of a staple, this would seem to imply that the staples
tend to bind fully and have fewer unhybridized segments
available. This makes DNA origami less prone to aggregation, as
the partially assembled structures have fewer possibilities for
incidental interactions with each other. This observation
explains why isothermal assembly below the melting temper-
ature can so often be successful in DNA-origami self-assembly.
Here we have focused on averaged hybridization free energies,

but increased heterogeneity in the individual staple hybrid-
ization free energies could lead to lower barriers. With
sufficiently disparate staple melting temperatures, the stacking
energy would be insufficient to allow multiple staples to bind in
such a way that they stack with each other to overcome the
entropic cost of binding. If a nucleation barrier is desired, then it
may prove helpful to design staple sequences that have
interaction energies that are as monodisperse as possible.
Similar considerations have been shown to hold for DNA
bricks,26 although the aim in that case is usually to reduce the
nucleation barrier.
In order to be able to probe the thermodynamics of DNA-

origami self-assembly, we used a coarse-grained model and
relatively small system sizes to ensure sufficiently rapid
convergence. Although larger DNA-origami structures with
complex scaffold routing might be subject to other kinds of free-
energy barriers to self-assembly, many commonly used origami
designs are scaled-up versions of the systems we have
considered, and given that the barrier height scales with the
per-staple stacking strength, rather than a global measure of the
origami size, we expect our key findings to apply to such systems.
Moreover, with the recent development37−43 of scaffolds shorter
than the M13mp18 phagemid often used in origami designs, we
speculate that the use of smaller scaffolds may become more
popular, including scaffolds that enable highly cooperative
maximum-crossover designs with monodisperse hybridization
free energies.
One key message is that our results reveal that nucleation in

DNA-origami self-assembly is fundamentally different from the
nucleation behavior of DNA bricks and that it is possible to
control, and even eliminate, the size of the barrier by judicious
staple design. Such design would provide a tool for optimizing
assembly times and yields and for tailoring origamis to specific
functional applications.

■ ASSOCIATED CONTENT
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Figure 4. Expectation values of the staple state for each staple type at
the melting temperature in the three-row system plotted as heat maps.
For a given total number of fully bound staples, the heat maps show the
fraction of configurations that have a staple type fully bound. The
number of fully bound staples used for each set of expectation values is
given to the left of the heat maps in each row. A diagram of the scaffold
of the design is superimposed on each heat map. In (a), the stacking
energy is set to the model’s standard value,34 while in (b) it is set to half
that value. With full stacking, the assembly pathway indicates that
nucleation tends to begin in the middle of what will become the
assembled state and then grows outward; with half stacking, staples
bind uniformly to the scaffold during assembly.

Nano Letters pubs.acs.org/NanoLett Letter

https://doi.org/10.1021/acs.nanolett.2c01372
Nano Lett. 2022, 22, 6916−6922

6920

https://doi.org/10.5281/zenodo.6414264
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?goto=supporting-info
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig4&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig4&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig4&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?fig=fig4&ref=pdf
pubs.acs.org/NanoLett?ref=pdf
https://doi.org/10.1021/acs.nanolett.2c01372?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


Full description of the coarse-grained model, simulation
details, diagrams of the systems as represented with the
coarse-grained model, and additional free-energy and
expectation-value plots (PDF)

■ AUTHOR INFORMATION
Corresponding Author

Alexander Cumberworth − AMOLF, 1098 XG Amsterdam,
Netherlands; orcid.org/0000-0002-8272-6360;
Email: alex@cumberworth.org

Authors
Daan Frenkel − Yusuf Hamied Department of Chemistry,
University of Cambridge, Cambridge CB2 1EW, United
Kingdom; orcid.org/0000-0002-6362-2021

Aleks Reinhardt − Yusuf Hamied Department of Chemistry,
University of Cambridge, Cambridge CB2 1EW, United
Kingdom

Complete contact information is available at:
https://pubs.acs.org/10.1021/acs.nanolett.2c01372

Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
We thank Rosana Collepardo-Guevara and Thomas Ouldridge
for their insightful comments on an early version of this
manuscript.

■ REFERENCES
(1) Seeman, N. C. Structural DNA Nanotechnology; Cambridge
University Press, 2015.
(2) Rossi-Gendron, C.; El Fakih, F.; Nakazawa, K.; Chocron, L.; Endo,
M.; Sugiyama, H.; Morel, M.; Rudiuk, S.; Baigl, D. Isothermal self-
assembly of multicomponent and evolutive DNA nanostructures.
ChemRxiv 2022, DOI: 10.26434/chemrxiv-2022-12jqs.
(3) Halley, P. D. Low-cost, simple, and scalable self-assembly of DNA
origami nanostructures. Nano Res. 2019, 12, 1207−1215.
(4) Hong, F.; Zhang, F.; Liu, Y.; Yan, H. DNA Origami: Scaffolds for
Creating Higher Order Structures. Chem. Rev. 2017, 117, 12584−
12640.
(5) Wagenbauer, K. F.; Engelhardt, F. A. S.; Stahl, E.; Hechtl, V. K.;
Stömmer, P.; Seebacher, F.; Meregalli, L.; Ketterer, P.; Gerling, T.;
Dietz, H. How We Make DNA Origami. ChemBioChem. 2017, 18,
1873−1885.
(6) Jungmann, R.; Liedl, T.; Sobey, T. L.; Shih, W.; Simmel, F. C.
Isothermal Assembly of DNA Origami Structures Using Denaturing
Agents. J. Am. Chem. Soc. 2008, 130, 10062−10063.
(7) Sobczak, J.-P. J.; Martin, T. G.; Gerling, T.; Dietz, H. Rapid
Folding of DNA Into Nanoscale Shapes at Constant Temperature.
Science 2012, 338, 1458−1461.
(8) Song, J.; Zhang, Z.; Zhang, S.; Liu, L.; Li, Q.; Xie, E.; Gothelf, K.
V.; Besenbacher, F.; Dong, M. Isothermal Hybridization Kinetics of
DNA Assembly of Two-Dimensional DNA Origami. Small 2013, 9,
2954−2959.
(9) Zhang, Z.; Song, J.; Besenbacher, F.; Dong, M.; Gothelf, K. V. Self-
Assembly of DNA Origami and Single-Stranded Tile Structures at
Room Temperature. Angew. Chem., Int. Ed. 2013, 52, 9219−9223.
(10) Kopielski, A.; Schneider, A.; Csaki, A.; Fritzsche, W. Isothermal
DNA Origami Folding: Avoiding Denaturing Conditions for One-Pot,
Hybrid-Component Annealing. Nanoscale 2015, 7, 2102−2106.
(11) Song, J.; Li, Z.; Wang, P.; Meyer, T.; Mao, C.; Ke, Y.
Reconfiguration of DNA molecular arrays driven by information relay.
Science 2017, 357, eaan3377.

(12) Schneider, F.; Möritz, N.; Dietz, H. The sequence of events
during folding of a DNA origami. Sci. Adv. 2019, 5, eaaw1412.
(13) Kosinski, R.; Mukhortava, A.; Pfeifer, W.; Candelli, A.; Rauch, P.;
Sacca,̀ B. Sites of high local frustration in DNA origami. Nat. Commun.
2019, 10, 1061.
(14) Wah, J. L. T.; David, C.; Rudiuk, S.; Baigl, D.; Estevez-Torres, A.
Observing andControlling the Folding Pathway of DNAOrigami at the
Nanoscale. ACS Nano 2016, 10, 1978−1987.
(15) Shapiro, A.; Hozeh, A.; Girshevitz, O.; Abu-Horowitz, A.;
Bachelet, I. Cooperativity-Based Modeling of Heterotypic DNA
Nanostructure Assembly. Nucleic Acids Res. 2015, 43, 6587−6595.
(16) Dunn, K. E.; Dannenberg, F.; Ouldridge, T. E.; Kwiatkowska, M.;
Turberfield, A. J.; Bath, J. Guiding the Folding Pathway of DNA
Origami. Nature 2015, 525, 82.
(17) Dannenberg, F.; Dunn, K. E.; Bath, J.; Kwiatkowska, M.;
Turberfield, A. J.; Ouldridge, T. E. Modelling DNA Origami Self-
Assembly at the Domain Level. J. Chem. Phys. 2015, 143, 165102.
(18) Arbona, J.-M.; Aimé, J.-P.; Elezgaray, J. Cooperativity in the
Annealing of DNA Origamis. J. Chem. Phys. 2013, 138, 015105.
(19) Wei, X.; Nangreave, J.; Jiang, S.; Yan, H.; Liu, Y. Mapping the
Thermal Behavior of DNA Origami Nanostructures. J. Am. Chem. Soc.
2013, 135, 6165−6176.
(20) Arbona, J.-M.; Elezgaray, J.; Aimé, J.-P. Modelling the Folding of
DNA Origami. Europhys. Lett. 2012, 100, 28006.
(21) Arbona, J.-M.; Aimé, J.-P.; Elezgaray, J. Folding of DNA
Origamis. Front. Life Sci. 2012, 6, 11−18.
(22) Ke, Y.; Bellot, G.; Voigt, N. V.; Fradkov, E.; Shih, W. M. Two
Design Strategies for Enhancement of Multilayer-DNA-Origami
Folding: Underwinding for Specific Intercalator Rescue and Staple-
Break Positioning. Chem. Sci. 2012, 3, 2587−2597.
(23) Ke, Y.; Ong, L. L.; Shih, W. M.; Yin, P. Three-Dimensional
Structures Self-Assembled FromDNABricks. Science 2012, 338, 1177−
1183.
(24) Wei, B.; Dai, M.; Yin, P. Complex Shapes Self-Assembled From
Single-Stranded DNA Tiles. Nature 2012, 485, 623−626.
(25) Reinhardt, A.; Frenkel, D. Numerical Evidence for Nucleated
Self-Assembly of DNA Brick Structures. Phys. Rev. Lett. 2014, 112,
238103.
(26) Jacobs, W. M.; Reinhardt, A.; Frenkel, D. Rational design of self-
assembly pathways for complex multicomponent structures. Proc. Natl.
Acad. Sci. U. S. A. 2015, 112, 6313−6318.
(27) Reinhardt, A.; Frenkel, D. DNA brick self-assembly with an off-
lattice potential. Soft Matter 2016, 12, 6253−6260.
(28) Wayment-Steele, H. K.; Frenkel, D.; Reinhardt, A. Investigating
the role of boundary bricks in DNA brick self-assembly. Soft Matter
2017, 13, 1670−1680.
(29) Sajfutdinow, M.; Jacobs, W. M.; Reinhardt, A.; Schneider, C.;
Smith, D. M. Direct observation and rational design of nucleation
behavior in addressable self-assembly. Proc. Natl. Acad. Sci. U. S. A.
2018, 115, E5877−E5886.
(30) Fonseca, P.; Romano, F.; Schreck, J. S.; Ouldridge, T. E.; Doye, J.
P. K.; Louis, A. A. Multi-scale coarse-graining for the study of assembly
pathways in DNA-brick self-assembly. J. Chem. Phys. 2018, 148,
134910.
(31) Zhang, Y.; Reinhardt, A.; Wang, P.; Song, J.; Ke, Y. Programming
the Nucleation of DNA Brick Self-Assembly with a Seeding Strand.
Angew. Chem., Int. Ed. 2020, 59, 8594−8600.
(32) Snodin, B. E. K.; Romano, F.; Rovigatti, L.; Ouldridge, T. E.;
Louis, A. A.; Doye, J. P. K. Direct Simulation of the Self-Assembly of a
Small DNA Origami. ACS Nano 2016, 10, 1724−1737.
(33) Marras, A. E.; Zhou, L.; Kolliopoulos, V.; Su, H.-J.; Castro, C. E.
Directing Folding Pathways for Multi-Component DNA Origami
Nanostructures With Complex Topology. New J. Phys. 2016, 18,
055005.
(34) Cumberworth, A.; Reinhardt, A.; Frenkel, D. Lattice models and
Monte Carlo methods for simulating DNA origami self-assembly. J.
Chem. Phys. 2018, 149, 234905.

Nano Letters pubs.acs.org/NanoLett Letter

https://doi.org/10.1021/acs.nanolett.2c01372
Nano Lett. 2022, 22, 6916−6922

6921

https://pubs.acs.org/doi/suppl/10.1021/acs.nanolett.2c01372/suppl_file/nl2c01372_si_001.pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Alexander+Cumberworth"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0002-8272-6360
mailto:alex@cumberworth.org
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Daan+Frenkel"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0002-6362-2021
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Aleks+Reinhardt"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.nanolett.2c01372?ref=pdf
https://doi.org/10.26434/chemrxiv-2022-12jqs
https://doi.org/10.26434/chemrxiv-2022-12jqs
https://doi.org/10.26434/chemrxiv-2022-12jqs?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1007/s12274-019-2384-x
https://doi.org/10.1007/s12274-019-2384-x
https://doi.org/10.1021/acs.chemrev.6b00825?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.chemrev.6b00825?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1002/cbic.201700377
https://doi.org/10.1021/ja8030196?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja8030196?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1126/science.1229919
https://doi.org/10.1126/science.1229919
https://doi.org/10.1002/smll.201202861
https://doi.org/10.1002/smll.201202861
https://doi.org/10.1002/anie.201303611
https://doi.org/10.1002/anie.201303611
https://doi.org/10.1002/anie.201303611
https://doi.org/10.1039/C4NR04176C
https://doi.org/10.1039/C4NR04176C
https://doi.org/10.1039/C4NR04176C
https://doi.org/10.1126/science.aan3377
https://doi.org/10.1126/sciadv.aaw1412
https://doi.org/10.1126/sciadv.aaw1412
https://doi.org/10.1038/s41467-019-09002-6
https://doi.org/10.1021/acsnano.5b05972?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acsnano.5b05972?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1093/nar/gkv602
https://doi.org/10.1093/nar/gkv602
https://doi.org/10.1038/nature14860
https://doi.org/10.1038/nature14860
https://doi.org/10.1063/1.4933426
https://doi.org/10.1063/1.4933426
https://doi.org/10.1063/1.4773405
https://doi.org/10.1063/1.4773405
https://doi.org/10.1021/ja4000728?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja4000728?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1209/0295-5075/100/28006
https://doi.org/10.1209/0295-5075/100/28006
https://doi.org/10.1080/21553769.2013.768556
https://doi.org/10.1080/21553769.2013.768556
https://doi.org/10.1039/c2sc20446k
https://doi.org/10.1039/c2sc20446k
https://doi.org/10.1039/c2sc20446k
https://doi.org/10.1039/c2sc20446k
https://doi.org/10.1126/science.1227268
https://doi.org/10.1126/science.1227268
https://doi.org/10.1038/nature11075
https://doi.org/10.1038/nature11075
https://doi.org/10.1103/PhysRevLett.112.238103
https://doi.org/10.1103/PhysRevLett.112.238103
https://doi.org/10.1073/pnas.1502210112
https://doi.org/10.1073/pnas.1502210112
https://doi.org/10.1039/C6SM01031H
https://doi.org/10.1039/C6SM01031H
https://doi.org/10.1039/C6SM02719A
https://doi.org/10.1039/C6SM02719A
https://doi.org/10.1073/pnas.1806010115
https://doi.org/10.1073/pnas.1806010115
https://doi.org/10.1063/1.5019344
https://doi.org/10.1063/1.5019344
https://doi.org/10.1002/anie.201915063
https://doi.org/10.1002/anie.201915063
https://doi.org/10.1021/acsnano.5b05865?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acsnano.5b05865?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1088/1367-2630/18/5/055005
https://doi.org/10.1088/1367-2630/18/5/055005
https://doi.org/10.1063/1.5051835
https://doi.org/10.1063/1.5051835
pubs.acs.org/NanoLett?ref=pdf
https://doi.org/10.1021/acs.nanolett.2c01372?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


(35) Reinhardt, A.; Ho, C. P.; Frenkel, D. Effects of Co-ordination
Number on the Nucleation Behaviour in Many-Component Self-
Assembly. Faraday Discuss. 2016, 186, 215−228.
(36)Majikes, J. M.; Patrone, P. N.; Kearsley, A. J.; Zwolak, M.; Liddle,
J. A. Failure Mechanisms in DNA Self-Assembly: Barriers to Single-
Fold Yield. ACS Nano 2021, 15, 3284−3294.
(37) Pound, E.; Ashton, J. R.; Becerril, H. A.; Woolley, A. T.
Polymerase Chain Reaction Based Scaffold Preparation for the
Production of Thin, Branched DNA Origami Nanostructures of
Arbitrary Sizes. Nano Lett. 2009, 9, 4302−4305.
(38) Said, H.; Schüller, V. J.; Eber, F. J.;Wege, C.; Liedl, T.; Richert, C.
M1.3− a small scaffold for DNA origami.Nanoscale 2013, 5, 284−290.
(39) Erkelenz,M.; Bauer, D.M.;Meyer, R.; Gatsogiannis, C.; Raunser,
S.; Sacca,̀ B.; Niemeyer, C. M. A Facile Method for Preparation of
Tailored Scaffolds for DNA-Origami. Small 2014, 10, 73−77.
(40) Brown, S.; Majikes, J.; Martínez, A.; Girón, T. M.; Fennell, H.;
Samano, E. C.; LaBean, T.H. An easy-to-preparemini-scaffold for DNA
origami. Nanoscale 2015, 7, 16621−16624.
(41) Nafisi, P. M.; Aksel, T.; Douglas, S. M. Construction of a novel
phagemid to produce custom DNA origami scaffolds. Synth. Biol. 2018,
3, ysy015.
(42) Engelhardt, F. Custom-Size, Functional, and Durable DNA
Origami with Design-Specific Scaffolds. ACS Nano 2019, 13, 5015−
5027.
(43) Bush, J.; Singh, S.; Vargas, M.; Oktay, E.; Hu, C.-H.; Veneziano,
R. Synthesis of DNA Origami Scaffolds: Current and Emerging
Strategies. Molecules 2020, 25, 3386.

Nano Letters pubs.acs.org/NanoLett Letter

https://doi.org/10.1021/acs.nanolett.2c01372
Nano Lett. 2022, 22, 6916−6922

6922

 Recommended by ACS

Coarse-Grained Simulations of DNA Reveal Angular
Dependence of Sticky-End Binding
Nicholas M. Gravina, Harold D. Kim, et al.
APRIL 19, 2021
THE JOURNAL OF PHYSICAL CHEMISTRY B READ 

Characterizing and Harnessing the Mechanical Properties of
Short Single-Stranded DNA in Structured Assemblies
Jae Young Lee, Do-Nyun Kim, et al.
DECEMBER 06, 2021
ACS NANO READ 

Liquid Crystal Ordering in DNA Double Helices with
Backbone Discontinuities
Francesco Fontana, Marco Todisco, et al.
JULY 08, 2022
MACROMOLECULES READ 

5′-Phosphorylation Strengthens Sticky-End Cohesions
Zhe Li, Chengde Mao, et al.
SEPTEMBER 13, 2021
JOURNAL OF THE AMERICAN CHEMICAL SOCIETY READ 

Get More Suggestions >

https://doi.org/10.1039/C5FD00135H
https://doi.org/10.1039/C5FD00135H
https://doi.org/10.1039/C5FD00135H
https://doi.org/10.1021/acsnano.0c10114?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acsnano.0c10114?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/nl902535q?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/nl902535q?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/nl902535q?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1039/C2NR32393A
https://doi.org/10.1002/smll.201300701
https://doi.org/10.1002/smll.201300701
https://doi.org/10.1039/C5NR04921K
https://doi.org/10.1039/C5NR04921K
https://doi.org/10.1093/synbio/ysy015
https://doi.org/10.1093/synbio/ysy015
https://doi.org/10.1021/acsnano.9b01025?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acsnano.9b01025?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.3390/molecules25153386
https://doi.org/10.3390/molecules25153386
pubs.acs.org/NanoLett?ref=pdf
https://doi.org/10.1021/acs.nanolett.2c01372?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
http://pubs.acs.org/doi/10.1021/acs.jpcb.1c00432?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acs.jpcb.1c00432?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acs.jpcb.1c00432?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acs.jpcb.1c00432?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acsnano.1c08861?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acsnano.1c08861?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acsnano.1c08861?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acsnano.1c08861?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acs.macromol.2c00856?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acs.macromol.2c00856?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acs.macromol.2c00856?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/acs.macromol.2c00856?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/jacs.1c07279?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/jacs.1c07279?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
http://pubs.acs.org/doi/10.1021/jacs.1c07279?utm_campaign=RRCC_nalefd&utm_source=RRCC&utm_medium=pdf_stamp&originated=1664755202&referrer_DOI=10.1021%2Facs.nanolett.2c01372
https://preferences.acs.org/ai_alert?follow=1

