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Exploring the speed limit of toehold exchange with
a cartwheeling DNA acrobat

Jieming Li"7, Alexander Johnson-Buck"?347, Yuhe Renee Yang ©5¢, William M. Shih*3#4, Hao Yan®¢ and
Nils G. Walter®™

Dynamic DNA nanotechnology has yielded nontrivial autonomous behaviours such as stimulus-guided locomotion, compu-
tation and programmable molecular assembly. Despite these successes, DNA-based nanomachines suffer from slow kinet-
ics, requiring several minutes or longer to carry out a handful of operations. Here, we pursue the speed limit of an important
class of reactions in DNA nanotechnology—toehold exchange—through the single-molecule optimization of a novel class of
DNA walker that undergoes cartwheeling movements over a field of complementary oligonucleotides. After optimizing this
DNA ‘acrobat’ for rapid movement, we measure a stepping rate constant approaching 1s-', which is 10- to 100-fold faster than
prior DNA walkers. Finally, we use single-particle tracking to demonstrate movement of the walker over hundreds of nanome-
tres within 10 min, in quantitative agreement with predictions from stepping kinetics. These results suggest that substantial

improvements in the operating rates of broad classes of DNA nanomachines utilizing strand displacement are possible.

reconfiguration of Watson-Crick base pairing to carry out

nontrivial autonomous functions inspired by both biology
and macroscopic engineering, resulting in systems such as molecu-
lar walkers', assembly lines®’, computers®’ and robots'*"'%. Unlike
their naturally occurring counterparts, the top-down design and
transparent relationship between the sequence and function of
DNA nanodevices provides rich opportunities for programmable
specificity and dynamics. A fundamental process in nearly all such
systems is strand displacement. This process involves the stepwise
replacement of one strand of a double helix with another invading
strand, a process often catalysed by short overhangs of unpaired
nucleotides called toeholds'. A class of strand displacement reac-
tions called toehold exchange'" involves competition between two
toeholds of similar length. Toehold exchange has found widespread
use in dynamic DNA nanotechnology®'>" due to its robust abil-
ity to accelerate the exchange of nearly isoenergetic DNA double
helices by several orders of magnitude'. Indeed, toehold-mediated
strand displacement reactions can have second-order rate constants
in excess of 10 M™'s™". Thus, DNA nanomachines with local effec-
tive strand concentrations in the micromolar range'® may be able
to execute individual operations in seconds or quicker if branch
migration and toehold dissociation are sufficiently rapid.

Despite this theoretical rapidity, in current practice, most DNA
nanomachines require several seconds to several hours to complete a
single operation®®". For instance, a recently reported cargo-sorting
DNA robot utilizing toehold exchange for locomotion was found
to take approximately one step every 5min despite an only 6-nm
gap between neighbouring footholds'. This speed is comparable
with the reported speeds of other autonomous DNA walkers'®!"'%,
In one notable exception, a translocation rate of ~1 ummin~"' was
achieved for DNA-functionalized nanoparticles, though this sys-
tem utilized a burnt-bridge mechanism involving the degradation

Dynamic DNA nanotechnology exploits the programmable

of complementary RNA strands by an external RNase H enzyme".
By comparison, natural protein motors have translocation rates of
~1 pms™ under saturating ATP conditions* We hypothesized
that the sluggish performance of DNA nanomachines is not due to
a fundamental limitation of strand displacement reactions, but is
instead the result of designs not optimized for speed.

To test this hypothesis, we designed a DNA walker with the
express purpose of rapid locomotion. We then used single-molecule
fluorescence resonance energy transfer (smFRET) to characterize
its translocation mechanism and kinetics, and optimized its step-
ping rate by varying the lengths of its toehold and branch-migration
domains. These optimizations resulted in stepping rate constants of
more than an order of magnitude faster than existing DNA walkers.
Following optimization of the design with smFRET, we used sin-
gle-particle tracking to observe the movement of toehold exchange
DNA walkers over distances as long as ~1 um on a two-dimensional
(2D) array of footholds. The performance of the walkers on 2D
arrays was quantitatively consistent with predictions based on the
stepping kinetics measured by smFRET on DNA tile substrates.
This result demonstrates that this mechanism of locomotion is gen-
eralizable to different substrate types and conducive to long-range
movement requiring hundreds of steps.

Design and smFRET study of a cartwheeling DNA walker

The DNA walker (Fig. 1a) was designed with speed, simplicity and
robust performance as the primary objectives. Thus, we avoided
the need for strand cleavage by protein or DNA enzymes because
these pose the risk of creating kinetic traps for DNA walkers* and
would prevent observations of repeated stepping. Instead, we chose
a mechanism based purely on toehold exchange, which permits the
walker to step an indefinite number of times between two compet-
ing foothold DNA sequences. Notably, the walker undergoes rapid
sequence-guided movement over long distances while remaining
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Fig. 1| Principle and mechanism of a cartwheeling DNA walker. a, Schematic showing the intended mechanism of locomotion. b, Schematic of smFRET
measurement of the stepping kinetics of a Cy5-labelled (red) DNA walker on a two-foothold DNA tile in which one foothold is labelled with Cy3 (blue).
¢, Rapid anticorrelated fluctuations in Cy3 (blue) and Cy5 (red) fluorescence intensity for a single walker-tile complex, suggesting branch migration in
the hybrid state S, ,. d, FRET ratio versus time for the trajectory shown in c. e, Cross-correlation analysis of the Cy3 and Cy5 signal in ¢, with a single-
exponential fit indicating an anticorrelation time constant of 11.4 ms for this trajectory.

stably bound to at least one foothold at all times. Furthermore, we
chose a cartwheeling mode of locomotion so that the free toehold
is always distally located and can pivot about its anchor point. This
design enables the walker to rapidly search for an unoccupied com-
plement to bind, yielding comparable reaction rates for each step.
As depicted in Fig. 1a, the single-stranded DNA (ssDNA) walker
W undergoes head-over-heels movement over a surface of two dif-
ferent foothold sequences, F, and F,, by toehold-mediated strand
displacement. The two foothold sequences comprise a common
middle branch migration domain Dpand toehold domains D,
and D, which are unique to each foothold sequence. The walker
is complementary to all three domains, with nearly identical free
energy of hybridization to Dyand Dp. Thus, in a field of both F,
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and F,, the walker is expected to alternate between binding to each
of the footholds, resulting in an indefinite number of steps over the
field of footholds.

To mechanistically characterize and optimize the stepping
behaviour of the transporter, we began with a simple DNA tile
system bearing two adjacent footholds for the walker to step
between. This two-foothold system consists of a four-helix DNA tile
decorated with ssDNA overhangs F, and F, as well as a biotin
label for surface immobilization in total internal reflection fluo-
rescence (TIRF) measurements (see Supplementary Methods and
Supplementary Figs. 1-3). The footholds are spaced by ~7nm
to match the 17-21 nucleotide length of the duplex formed by
the binding of the walker to a foothold and equipped with (dT),
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linkers to provide conformational flexibility. The DNA walker
W, , . consists of a middle branch migration domain Dy of length
b (generally 13nucleotides) flanked by two toehold domains D,
and D, (Supplementary Fig. 1) with lengths a and ¢ (a=c=5-8
nucleotides). The sequence of the walker was chosen to allow
for comparison with prior studies of toehold exchange kinetics'.
To permit measurement of stepping kinetics by smFRET**, the
5’-end of F, is labelled with the FRET donor Cy3, and the 3'-end
of W, , .is labelled with the FRET acceptor Cy5. Thus, any stepping
of W between F, and F, through toehold exchange is expected to
give rise to a time-dependent change in FRET efficiency between
Cy3 and Cy5 (Fig. 1b). To reduce the likelihood of analysing
multiple walkers bound to one DNA tile, we combined the walker
with a 1.5-fold molar excess of DNA tile, and our smFRET analysis
filtered out complexes with > 1 photobleaching step in the donor or
acceptor channel.

First, we characterized by smFRET the behaviour of a walker
bearing 8-nucleotide toehold domains (Wj ;5 4). Less than 30% of
walkers exhibited static high- or low-FRET efficiency behaviour,
which may result from only one of the footholds being present or
accessible. However, the largest fraction of walkers (60-70%) exhib-
ited a FRET efficiency varying between 0.3 and 0.7 (Fig. 1c,d). On
close inspection, this mid-FRET state contained rapid anticorre-
lated fluctuations of Cy3 and Cy5 fluorescence intensity, indicating
rapid changes in the distance between Cy3 and Cy5 (Fig. le). The
cross-correlation function between Cy3 and Cy5 decays with a time
constant of 12+ 3 ms. These fluctuations were rapid in nature and
the apparent FRET efficiency occupied a continuum of values rather
than discrete states. Thus, we hypothesized that these fluctuations
are predominantly due to reversible branch migration of domain
Dy, with only transient dissociation of either toehold from its
respective foothold strand. That is, instead of occupying either state
S, or S, (Fig. 1b), the walker exists primarily in a hybrid dynamic
equilibrium state S, ,, in which it is partially base-paired to both F,
and F,. This result is consistent with expectations based on the local
effective concentration of 250 UM measured in a similar tile-based
system'®, whereby the equilibrium is expected to strongly favour
hybridization of the 8-nucleotide toehold sequences. The toehold-
dissociated states S, and S, are not typically observed because of
their low occupancy and short lifetimes. Changing the toehold
length to 7, 6 or 5nucleotides produced a similar kinetic behaviour,
consistent with the presence of the same branch migration domain
length b=13 (Supplementary Fig. 4). Monte Carlo simulations of
branch migration within a 13-nucleotide domain (Supplementary
Note 1 and Supplementary Fig. 5) suggest that an anticorrelation
time constant of ~12 ms will occur when the lifetime of an individ-
ual base pair step along the duplex is ~100 us. This result is similar
to previous estimates based on kinetic modelling from bulk fluores-
cence measurements® and from three-stranded branch migration
of genomic-length DNA sequences®?.

To further test our hypothesis of a hybrid S,,, state, a third
foothold strand F,” with the same sequence as F, was added to
assemble a three-foothold DNA tile (Supplementary Figs. 1 and 6).
The addition of this third foothold is expected to enable the walker
to occupy a second hybrid state S, (Fig. 2a), resulting in a new
low-FRET state in addition to the mid-FRET state observed for
the two-foothold system. Indeed, most mid-FRET trajectories for
Wy 15 s showed slow transitions to and from an additional FRET
state of ~0.3 on the three-foothold tile (Fig. 2b), suggesting a new,
slower process limited by toehold dissociation. Based on these
results, we predicted that decreasing the length of the toehold would
yield dramatically faster stepping behaviours of walkers, since the
rate of dissociation of short DNA duplexes increases exponentially
with decreasing length”**. Indeed, walkers with 7-, 6- or 5-nucleo-
tide toeholds showed two-state FRET behaviours with much more
rapid transitions between states (Fig. 2b-i). The median lifetimes
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(calculated from the per-molecule mean of both high- and low-
FRET state lifetimes) decreased from 31.3s (interquartile range
(IQR) 52.1-16.5s) for Wy ;4 to 1.4s (IQR 3.7-1.1s) for W, ;
yielding rate constants of stepping between 0.03 and 0.72s7!
(Fig. 2n). Given the step size of 7nm, the fastest walker exhibited
an average (undirected) translocation speed of ~300nmmin.
While the stepping rate increased by more than an order of mag-
nitude when the toehold length was decreased to 7nucleotides,
further increases where marginal, and the apparent stepping rate
of Wy |, s was very similar to that of W, ,; (. In contrast, kinetic
Monte Carlo simulations of stepping on a three-foothold tile pre-
dicted an exponential decrease in the stepping time as a function
of toehold length, in direct proportion to the toehold dissociation
rate constants (Supplementary Note 1, Supplementary Fig. 5).
One possible explanation for this discrepancy is that as toehold
nucleotides are removed from the walker, base pairs in the rigid
walker—foothold duplex are replaced by unpaired nucleotides near
the base of the foothold. This process may influence binding and/
or dissociation kinetics of toehold D, by virtue of the much smaller
persistence length of ssDNA™. For example, if the topology of the
DNA tile positions F, at slightly different distances from F, and F/’,
the replacement of duplex with single-stranded DNA may result
in different binding rates of toehold D, to F, and F,’. Our simu-
lations suggest that such an asymmetry, combined with the finite
time resolution of our measurements, could yield measured dwell
times that deviate from the predicted exponential dependence in a
manner consistent with our smFRET observations (Supplementary
Note 1, Supplementary Fig. 5). This deviation occurs because a
toehold D, may dissociate from, and re-associate with, F, several
times before binding to F,’. This effect gives the appearance of a
single long-lived high-FRET state because the unbound state of
the toehold is too short to resolve experimentally. Consistent with
this hypothesis, snFRET measurements did reveal an increasing
bias towards high-FRET states as the toehold length decreased
(Fig. 2b-e,n), a bias that was intriguingly reversed when the DNA
tile was replaced by a DNA origami substrate. In addition, as the
length of the toeholds decreased, the difference in apparent FRET
efficiency between the two main states increased (Fig. 2j—m). This
observation is consistent with the expected decrease in the distance
between the donor and acceptor dyes in the S, ,, state, as well as an
increase in the donor-acceptor distance in the S,,, state, when a
shorter toehold is present.

To investigate the role of branch migration in the stepping
kinetics of walkers with shorter toeholds, we performed smFRET
measurements on walkers with different lengths of domain Dy,
with accompanying changes in the foothold sequences to main-
tain complementarity with each walker. As with previous walker
designs, smFRET transitions were observed for W, ¢ c and W 5, ¢
(Supplementary Fig. 7). Kinetic Monte Carlo simulations predicted
that stepping dwell times will increase linearly in proportion to the
length of Dy, since walkers will spend more time in branch migration
intermediates from which toehold dissociation is difficult or impos-
sible (Supplementary Note 1). Indeed, when the middle domain
increased to 20nucleotides (walker W, ,, (), the median stepping
lifetime was 2.7s (IQR 8.7-1.4s), which is slightly longer than that
of W 156 (1.6s, IQR 8.7-1.1s). However, when D was decreased
to 6nucleotides (walker W, (), the median stepping lifetime
increased to 23.6 s (IQR 39.4-5.2) (Fig. 20). This result was contrary
to the predictions of a simple branch migration model, suggesting
that the structural details of the walker-tile complex (such as the
match between walker length and foothold spacing) may play a role.
The (dT), ssDNA spacers between the foothold strands and the tile
are expected to provide sufficient flexibility to compensate for the
difference of +2.3nm from the addition or subtraction of 7 nucleo-
tides from Dy. However, altering the length of the branch migra-
tion domain may still introduce an incongruity between the reach
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Fig. 2 | Single-molecule FRET characterization of walkers with varying toehold lengths. a, Kinetic model of stepping and associated FRET transitions for a
Cy5-labelled (red) DNA walker on a Cy3-labelled (blue) three-foothold DNA tile. b-e, Representative smFRET trajectories of walkers with varying toehold
lengths on a three-foothold DNA tile. Cy3 fluorescence is shown in blue, while Cy5 fluorescence is shown in red. The elevated Cy5 signal in the first ~10 s of
each trace results from direct excitation at 640 nm to confirm the presence of an active acceptor on each walker-tile complex. f-i, Zoomed-in trajectories
showing FRET transitions for 25-s segments of the molecules depicted in b-e. j-m, Transition occupancy density plots illustrating the most common

FRET transitions for each walker. N=_87, 96, 107 and 109 for W 15 5, W, 13 . W; 137 and Wy 45 ¢, respectively. n, Box-and-whisker plot of stepping kinetics

in the high- and low-FRET states for walkers with varying toehold domain (D, and D.) lengths. o, Box-and-whisker plot for walkers with varying middle
domain (Dy) lengths. N=105 and 132 for W, ¢ , and W ,, ¢, respectively. The box includes the population of all molecules from the 25th percentile to 75th
percentile; whiskers correspond to O and 100th percentiles, excluding outliers. Crosses denote the lower and upper bounds, inclusive of outliers.
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Fig. 3 | Characterization of 2D foothold arrays and long-range walker movement. a, Schematic of F, and F, DNA conjugated to a glass coverslip surface

at high density via copper-free click chemistry. Surface azides are shown in purple and dibenzocyclooctyne (DBCO) in yellow. b, Schematic of walker
movement over a 2D array of footholds. ¢, TIRF image of complementary oligonucleotides bound to footholds on a coverslip surface at a ratio of 1
fluorescently labelled oligonucleotide:1 million unlabelled fluorescent oligonucleotides. d,e, TIRF image of Cy5-labelled W, ;; ;, on a quartz slide coated
with F, and F, (d) and a representative fast-moving trajectory of W, 1; ; (). f, Mean square displacement (MSD) versus time plot for W, 15 ¢, W5 13 g and

W 15 6_r (control with F; only). Error bars represent one standard deviation. The diffusion coefficients derived from linear regression fits to the MSD versus
time data are 17, 2.3 and 0.33nm?s™, respectively. The MSD curves predicted from the stepping kinetics measured by smFRET on DNA tiles (broken lines
in green and black) are also shown for comparison. g-i, Comparison of the extent of diffusion (region comprising 95% of trajectories, with all starting at
the origin) of W, 13 ¢, Ws 15 s and W, 15 6.5 (control with F; only) over a 10-min period of observation.

of the walker and the spacing between foothold strands, since the
distance between adjacent foothold strands is fixed at ~7 nm. In any
case, the lack of a positive correlation between the length of Dy and
the stepping lifetime suggests that any impact of branch migration
on the stepping rate for values of b between 6 and 20 nucleotides is
overshadowed by other factors. Such factors include toehold bind-
ing and dissociation kinetics and the match between walker length
and foothold spacing.
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Longer-range walker movement on 2D foothold arrays

Based on smFRET measurements, the DNA walker with the fastest
stepping rate and most homogeneous behaviour was W, ; ¢ To test
the performance of this optimized DNA walker as a long-distance
2D transporter, we developed a surface modification method that
yields a high density of DNA footholds on a glass coverslip. In this
method, alkyne-functionalized F, and F, are attached to an azide-
modified coverslip through copper-free click chemistry. This process

727


http://www.nature.com/naturenanotechnology

ARTICLES

NATURE NANOTECHNOLOGY

results in random, high-density conjugation of the two different
foothold strands to the surface (Fig. 3a,b; see Methods). Using TIRF
microscopy, we measured an average oligonucleotide surface den-
sity of 1.67x 10*pm~2. This density is predicted to yield distances
between nearest-neighbour F, and F, strands varying from ~2 to
13 nm, assuming a completely random distribution of footholds on
the slide surface (Fig. 3¢, Supplementary Fig. 8 and Methods). This
estimate should be interpreted as an upper bound on the average
spacing between footholds, since our measurements may underesti-
mate the true density if a significant fraction of probe fluorophores
are photobleached prior to the measurement. To confirm that larger
inter-foothold distances are compatible with rapid stepping by the
walker, we repeated our smFRET measurements of stepping in a
three-foothold system constructed from a distinct DNA origami
scaffold (Supplementary Fig. 9, Supplementary Table 1). In addition,
a dT linker instead of a dT, linker between the footholds and the
origami was used for added flexibility. Despite the larger distance
between adjacent foothold sites on this DNA origami (~10.5nm
on average, assuming 0.332nm per nucleotide) compared with the
previous tile system (~7nm), smFRET characterization revealed a
similar stepping rate constant of ~0.5s™* (IQR 0.6-0.1s7") for W, ; ¢
on this new scaffold. This result suggests that the stepping rate is
robust against small perturbations in foothold spacing.

Next, we characterized the long-range movement of the opti-
mized walker W, ,; ¢ by 2D single-particle tracking using TIRF
microscopy (Fig. 3d,e). Most of the molecules travelled >200nm
from their starting position within 10min (Fig. 3f), resulting in a
measured 2D diffusion coefficient of 17+0.5nm?s™! (R?=0.99).
Some molecules were observed to travel nearly 1 um before photo-
bleaching (Fig. 3d; see Supplementary Fig. 10 for other trajectories
of this walker). In contrast, particle tracking of Wy , , indicated a
much smaller diffusion coefficient of 0.7+0.1 nm?s~' (R*=0.73)
(Fig. 3th), or 2.2+0.2nm?*s™" (R*=0.89) if a single extremely fast-
moving outlier is included (Supplementary Fig. 11). This result was
consistent with predictions based on its ~10-fold slower stepping
rate as measured by smFRET. For comparison, a random walk model
with predicted step sizes of 10.8 and 11.1 nm for W 5 cand Wy ; ,
respectively (see Methods and Supplementary Fig. 8), and stepping
rates taken from smFRET measurements on three-foothold DNA
tiles predicted diffusion coefficients of 18.1nm?*s~! and 0.99 nm?s™!
for W j, ¢ and Wy ; , respectively. This close agreement with the
predictions suggests that the optimized walker functions as designed,
even on a different substrate and over substantially longer distances.
Moreover, a surface with only a single foothold type (F,) resulted in
insignificant diffusion of W ,; ¢ (D ~0.33 +0.20nm?s™! (R?=0.09),
standard deviations in position 6,=16.4nm, 6,=15.2nm), consis-
tent with the designed walking mechanism involving both footholds
(Fig. 3f,i; Supplementary Fig. 12).

Conclusions

We created a new class of ssDNA walker that exploits a toehold
exchange mechanism to traverse arrays of specific oligonucleotide
sequences in a cartwheeling fashion. The directionally unbiased
movement of the walker has useful precedents in both nature and
nanotechnology. For example, the kinesin MCAK utilizes undi-
rected, one-dimensional diffusion to rapidly locate the ends of
microtubules for depolymerization, resulting in faster searching
over short distances than would be possible with direct binding
from solution®. In the field of nanotechnology, synthetic biochemi-
cal cascades have exploited undirected, two-way transport to
promote reagent channelling between coupled enzymes using a
swinging arm over short distances (~10nm)'®. Moreover, a cargo-
sorting robot was recently reported to use unbiased diffusion to
transfer payloads over distances of tens of nanometres in a period
of hours™. It is likely that the cartwheeling mode of locomotion of
the DNA acrobat plays an important role in generating the rapid
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stepping relative to similar systems studied previously, since some
of these employed similar domain lengths and yet still exhibited
stepping orders of magnitude slower than our system'’. One advan-
tage of the cartwheeling geometry is that a rigid double-stranded
segment always bridges between adjacent footholds, ensuring rapid
toehold binding if there is a good match between the walker length
and foothold spacing. Second, it has been suggested that the cargo-
sorting robot may exhibit slow branch migration when strand dis-
placement is initiated at the distal end of a foothold and proceeds
towards the surface due to the entropic cost of stretching the ssDNA
away from the surface”. If this suggestion is true, the DNA acro-
bat overcomes this issue by virtue of the fact that branch migration
always proceeds away from the point of attachment. Also of note is
that most of our DNA acrobat designs remain bound to their foot-
holds at all times by at least 18 nucleotides. This result indicates that
they should be highly processive at room temperature, a prediction
that is consistent with our single-particle tracking measurements,
which suggest that the W |, ¢ walker may take hundreds of steps
without dissociating.

The present study of a cartwheeling DNA walker also shows
that the speed and range of similar DNA-based systems may be
improved with careful optimization. The fastest of our toehold
exchange walkers can search among ~43foothold sites per min-
ute with a stepping distance of ~10nm. While still much slower
than many natural motor proteins (for example, 0.38 um*s™ for
MCAK?™"), the stepping rate of this cartwheeling walker is more than
an order of magnitude higher than that of other DNA-only walker
systems. This improvement in performance was enabled by detailed
single-molecule analyses of stepping kinetics as a function of key
design parameters, an approach that is likely to be generalizable to
many other systems in nanotechnology. While decreasing the toe-
hold length from 8 to 5nucleotides yields faster stepping rates as
predicted, the marginal improvements in stepping rate appear to
diminish below ~6 nucleotides, in contrast to the predictions of our
kinetic modelling. These results, as well as those for the shortened
walker W, ¢ (, suggest that optimizing the mechanical properties of
the system (for example, the reach of the walker and the entropic
tension in single-stranded linker segments) may also be important,
and could yield further improvements.

Finally, the present characterization of toehold exchange reac-
tions at very high local effective reagent concentrations in a vari-
ety of contexts suggests that it may be challenging to obtain rate
constants significantly faster than 1s™' for conventional strand
displacement operations in DNA nanomachines. To surpass this
apparent speed limit, dynamic DNA nanotechnology may need to
incorporate further innovations inspired by natural systems, such as
more precise control of local DNA mechanics and conformational
changes, as well as judicious coupling to (rapid) exergonic processes.

Methods

Methods, including statements of data availability and any asso-
ciated accession codes and references, are available at https://doi.
org/10.1038/s41565-018-0130-2.
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Methods

Materials. Single-stranded oligonucleotides, Cy3- and Cy5-labelled
oligonucleotides and amine-modified oligonucleotides were purchased from
Integrated DNA Technologies. Dye-labelled oligonucleotides were HPLC-purified
by the manufacturer. Streptavidin (S-888), biotinylated bovine serum albumin
(bBSA, 29130), Trolox (218940050) and 3,4-dihydroxybenzoic acid (AC114891000)
were purchased from Thermo Fisher Scientific. Protocatechuate 3,4-dioxygenase,
Tris base, acetic acid, EDTA, magnesium acetate, dibenzocyclooctyne-N-
hydroxysuccinimidyl ester (761524), 11-azidoundecyltriethoxysilane (SIK4711-30),
N,N-dimethylformamide (DMF), triethylamine (TEA) and sodium acetate were
purchased from Sigma-Aldrich.

Design, assembly and characterization of four-helix DNA tiles. The detailed
sequence designs of the four-helix DNA tile nanostructures are shown in
Supplementary Figs. 1 and 2. The computer program Tiamat was used for
structural design and sequence generation. Oligonucleotides were purified using
6-8% denaturing polyacrylamide gel electrophoresis (PAGE) at room temperature.
The bands corresponding to the correct strand length were imaged using a UV
lamp (254nm) and then cut from the gel, chopped into small pieces and incubated
overnight in elution buffer (500 mM ammonium acetate, 10 mM magnesium
acetate, 2mM sodium ethylenediaminetetraacetic acid, pH 8.0). The DNA strands
were extracted from the gel pieces by centrifugation using a Costar Spin X filtration
device (Corning, cellulose acetate membrane with 0.22 um size). The filtrate was
then ethanol precipitated, washed using ethanol and dried under vacuum. The
DNA strands were dissolved in nanopure water and the concentrations of the
individual purified strands were measured by UV absorbance at 260 nm using the
extinction coefficient provided by the manufacturer.

The DNA strands constituting each DNA structure were mixed in
1x TAE-Mg** buffer (40 mM Tris, 20 mM acetic acid, 2mM EDTA and 12.5mM
magnesium acetate, pH 8.0) to reach a final concentration of 1 uM per strand.

All samples were annealed using an Eppendorf Mastercycler using the following
annealing protocol: heat to 90 °C; cool from 90°C to 72 °C over 10 min; then from
68°C°C to 24 °C over 60 min; and finally holding at 15°C.

The formation of the DNA structures was characterized by native PAGE. Native
PAGE gels (5%) were prepared at room temperature and run for 4-6h at a constant
voltage of 200 V. Cy3-labelled structures were visualized using a UV lamp (365nm)
and then cut from the gel, chopped into small pieces and incubated overnight in
1x TAE-Mg** buffer. The DNA structures were then extracted from the gel pieces
by centrifugation using a Costar Spin X filtration device (Corning, cellulose acetate
membrane with 0.22 pum size). For analytical native PAGE, the gel was subsequently
stained with SYBR Green/Gold.

Design, fabrication and characterization of DNA origami. The DNA origami
structure was built on a square helical lattice using the program caDNAno,

and staple strand sequences (Supplementary Table 1) were designed to be
complementary to a contiguous segment of the M13 p7308 scaffold sequence.
Assembly was performed by combining 10 nM of the p7308 scaffold with a

tenfold molar excess of all staple sequences in TE buffer with 10 mM MgCl,, then
performing the following annealing protocol on a Tetrad 2 Peltier thermal cycler:
heat to 80°C; decrease to 60 °C over 70 min; decrease from 60 °C to 24 °C over 66 h;
and then hold at 4°C. Origami structures were purified from excess staples by 2%
agarose gel electrophoresis in 0.5 TBE 4+ 10 mM MgCl,. The gel was scanned using
a Typhoon FLA 9000 (GE Healthcare Life Sciences), and a scale printout was laid
under the gel to permit excision of the origami bands. Origami structures were
eluted from the gel by centrifugation for 5min at 5,000 X g in Freeze ‘N Squeeze
spin columns (Bio-Rad). Recovery was confirmed by again running the purified
origami structures on a 2% agarose gel and scanning for Cy3 fluorescence. DNA
origami morphology was characterized by negative-stain transmission electron
microscopy (TEM) using a JEOL 1400 TEM after depositing origami (3 ul) on a
plasma-treated carbon Formvar grid (Electron Microscopy Sciences) and staining
with a freshly prepared 2% uranyl formate solution for 0.5 min.

smFRET characterization of DNA walkers on DNA nanostructures. Microscope
slides with a flow channel were prepared using double-sided tape (3M) and treated
with biotinylated BSA and streptavidin as previously described’* to prepare

the surface for immobilization of biotinylated DNA nanostructures. DNA tile or
origami (15 pl of a 10nM solution) and DNA walker (10 pl of a 10 nM solution)
were combined and incubated in the dark at 37°C for 5min. This mixed sample
was diluted to 20 pM in TA-Mg?* buffer (40 mM Tris, 20 mM acetic acid and
12.5mM magnesium acetate, pH 8.0), then injected into the flow chamber.

After incubating for 10 min, TA-Mg** buffer was injected to remove excess
unbound material.

Single-molecule FRET experiments were carried out on an inverted prism-type
TIRF microscope with a 1.2 NA X60 water-immersion objective (IX71, Olympus)
in a darkened room at an environmentally controlled temperature of 20 +3°C.
Fluorescence excitation was provided by a 532-nm green laser (CrystaLaser
CL532-050-L, 50 mW, attenuated and focused to give an illumination intensity of
~100W cm~? in the sample plane). The presence of an active FRET acceptor was
confirmed at the beginning of each experiment by brief excitation with a 640-nm

red laser (Coherent CUBE 635-25C, 25mW). The Cy3 and Cy5 emission signals
were separated by a dichroic mirror with a cut-off wavelength of 610nm (Chroma)
and projected side-by-side onto an ICCD camera chip (iPentamax HQ Gen III,
Roper Scientific) with a full-frame acquisition rate of 10 Hz. The Cy3 channel
image was passed through a bandpass filter (HQ580/60m, Chroma) and the Cy5
channel was passed through a long-pass filter (HQ655LP, Chroma). A Newport
ST-UT?2 vibration isolation table was used in all experiments to reduce instrument
interference. In all smFRET measurements, an oxygen scavenger system (OSS;
5mM 3,4-dihydroxybenzoic acid, 2mM Trolox, and 50 nM protocatechuate
dioxygenase) was included in the imaging buffer to retard photobleaching'®**.

Analysis of smFRET trajectories was performed with custom-written MATLAB
scripts as previously described”, with the FRET ratio at each time point calculated
as I/ (Ioys+ Iys), where I s and I, are the apparent fluorescent intensities of Cy5
and Cy5, respectively. A given smFRET trajectory was used in subsequent analyses
only if the following conditions were met: it exhibited total fluorescence of Cy3
and Cy5 exceeding 500 counts per frame; it showed clear evidence of both Cy3 and
Cy5 fluorescence; and it showed no evidence of multiple identical fluorophores,
for example, multiple photobleaching steps or overlapping point-spread functions
in the CCD image. After trajectories that met the criteria were selected, Hidden
Markov modelling was applied using the QuB software suite (State University
of New York at Buffalo, USA) to determine the mean dwell times in high- and
low-FRET states for each trajectory™. The same two-state model was applied to
all datasets. After idealization, the dwell times in the high- and low-FRET states
(red and blue lines, respectively, in Fig. 2f-i) were extracted from each trace, and
the mean value of all high-FRET, low-FRET or (high-FRET +low-FRET) dwell
times were used to describe the mean dwell time of each molecule. These mean
dwell times across all observed molecules are represented as box-and-whisker
plots in Fig. 2n-o. Transition occupancy density plots, which depict the fraction of
molecules among all molecules characterized that transition from a specific initial
FRET state to a different (final) FRET state at least once, were constructed from the
idealized data as described previously™.

Cross-correlation between donor and acceptor fluorescence signal (Fig. le)
was calculated using the built-in MATLAB function xcorr with unbiased
normalization. The cross-correlation signal was further normalized such that the
cross-correlation approaches 0 at infinite time lag, and any positive or negative
correlation is confined to the interval [-1,1]. The decay time of cross-correlation
was estimated by a single-exponential fit.

Preparation and characterization of high-density foothold-functionalized
surfaces. Coverslips (22 X 50 mm) were sonicated in a solution of 2% Alconox
for 5min and then rinsed five times with deionized water. Rinsed coverslips
were incubated in heated base piranha solution (5% hydrogen peroxide and

5% ammonium hydroxide, 60-70°C) for 40 min. Coverslips were rinsed five
times with deionized water and then once with ethanol, and dried under an air
stream. Dry coverslips were placed into a box with ethanol-soaked Kimwipes
(Kimberly Clark). A 2% silane solution was prepared by combining 2 pl
11-azidoundecyltriethoxysilane and 98 pl ethanolic acetic acid (95% ethanol plus
5% aqueous acetic acid), and 80 pl of the solution was added to the coverslip.
Another coverslip was placed on top to form a sandwich. After a 10-min
incubation, the coverslip sandwiches were flipped over and incubated for a further
10 min. After a total 20-min incubation, the coverslips were rinsed with absolute
ethanol twice and dried under air.

Amine-modified oligonucleotides (F, .ojeni: 5'-CAATACCCCTAC
GGTCACTTCTTTTTTTTTT/3AmMOY/; and F, .,y 5'-/5AmMMC6/
TTTTTTTTTTCCCTCATTCAATACCCCTACG) were functionalized with
dibenzocyclooctyne (DBCO) as follows: DMF (200 pl) and DBCO-NHS ester
(5mg) were combined to prepare a 62.5mM solution of DBCO-NHS ester. A
volume of amine-modified foothold strand F, or F, (20 ul of 1 mM aqueous
solution) was combined with DBCO-NHS ester (40 ul of 62.5mM solution),

DMEF (39 ul) and TEA (1 pl) and incubated for 2h at room temperature. DNA was
precipitated by adding sodium acetate (10 pl, 3M) and chilled 100% ethanol (200 ul)
to the reaction, and incubating at 20 °C for 30 min. The precipitated DNA was
pelleted by centrifugation at 20,000 X g, 4°C, for 40 min. The supernatant was
removed, and the precipitate was rinsed with 80% ethanol (100 ul) and spun down
again for 1 min. The supernatant was again removed, and the pellet was dried in a
vacufuge for 10min. A UV spectrum was collected to measure the concentration of
DBCO-functionalized oligonucleotides. The absorbance of DBCO at 310 nm was
used to estimate the ratio of DBCO to DNA (approximately 1:1) after subtracting
the absorbance of the DNA at 310 nm based on its absorbance at 260 nm and

the extinction coefficients at 260 and 310 nm predicted using the UV Spectrum
application from IDT Biophysics.

Click conjugation of oligonucleotides to azide-functionalized coverslips
was performed as follows. Solutions of 50 uM DBCO-functionalized foothold
oligonucleotides F, and F, were prepared in PBST buffer (1X PBS+0.1% Tween-20).
Equal volumes of each 50 uM oligonucleotide solution were combined, and 1 p
1 of the mixture was spotted onto the 11-azidoundecyltriethoxysilane-modified
coverslips. The click reaction proceeded overnight for more than 15h in a humid
environment. Coverslips were rinsed thoroughly using deionized water for more
than 10s and dried under N,.
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The density of click-conjugated oligonucleotides on coverslip surfaces was
estimated as follows. For purposes of density characterization, only DBCO-
modified F, strands were added (at 50 uM) during the click conjugation. After
constructing the sample wells (see Single-particle tracking and data analysis,
below), 100 ul of a mixture containing 1 pM Cy5-labelled Wy ,; ; and 1uM
(1-million-fold excess) of a non-fluorescent W ,, ; in TA-Mg** buffer was added
to the sample well and incubated for 10 min. The solution was replaced by 100 ul
of OSS and the sample was imaged on the same TIRF microscope used for single-
particle tracking, under illumination at 640 nm. The number of Cy5-labelled
walker molecules bound within each field of view was estimated using a custom
MATLAB script, and averaged over 23 fields of view, and multiplied by 10° to
estimate the total number of labelled and unlabelled W ,; ; molecules per
field of view, n=3.0x 10°. For each field of view, the area is S=(262nm per
pixel X 512 pixels)?=17,990 pm? The density of foothold oligonucleotides is
n/S=1.67x10"pm™>

To estimate the typical distance to the nearest available foothold of the opposite
type (since a walker with a dissociated toehold domain can step only onto F, if
it is bound to F,, and vice versa), we performed numerical simulations of the
distribution of footholds F, and F, in two dimensions (Supplementary Fig. 8).

We assumed an independent uniform random distribution of each foothold on
the surface and the same density of footholds as we observed experimentally

(1.67 X 10*um~3 in the simulation, this translates to 8,350 copies of F, and 8,350
copies of F, in a 1,000 nm X 1,000 nm region). We then calculated the distance

to the nearest F, for each foothold F,, and plotted a histogram of these distances
(Supplementary Fig. 8). This simulation predicts that the mean distance to the
nearest foothold is 5.5nm, and > 98.5% of footholds will have at least one foothold
of the opposite type within 13nm.

Estimation of mean step size in 2D walking experiments. To estimate the

mean step size, we approximated the mean distance between the anchor point

of the foothold and the distal (free) toehold of the walker as (length of walker—
foothold duplex) + (length of single-stranded linker between the coverslip and
walker). The length of the walker—foothold duplex was calculated as (number of
nucleotides) X (0.332 nm per nucleotide). The RMS end-to-end distance of the
single-stranded linker (dT,,+ any unpaired toehold nucleotides in the proximal
foothold) was estimated using a freely jointed chain model according to the
formula RMSD = -/NI, where N is the number of Kuhn segments and [ is the
persistence length”, assuming a persistence length of 1.5nm and a contour length
of 0.56 nm per nucleotide®. The step sizes of the two walkers used in single-particle
tracking were estimated as 10.8 nm (for W, ,; ;) and 11.1nm (for W; ; 4), which
were used in generating the simulated mean square displacement (MSD) versus
time traces for Fig. 3f. However, given the predicted contour length of the 10-12
nucleotide ssDNA linker (5.6-6.7 nm) and the predicted length of the 19-21
nucleotide dsDNA segment (6.3-7 nm), the maximum end-to-end distance of each
walker may be as large as 12.5-13nm.

Single-particle tracking and data analysis. A 200-ul Eppendorf micropipet
tip was cut with a razor blade and attached to the F, and F, modified coverslip
by Epoxy (Double Bubble, Hardman Adhesives) as previously described™ to
form a sample chamber with the DNA-coated region positioned approximately in
the centre of the chamber. The sample chamber was incubated with 100 ul PBST
buffer (1X PBS +0.1% Tween-20) for 10 min, then for 15 min with a 100 pl
mixture containing 1 pM DNA walker and 10 pM Cy3-labelled fiducial marker
oligonucleotide (sequence fully complementary to F,) in PBST. The walker sample
was then removed and the chamber was rinsed three times before imaging.
Single-particle tracking experiments were performed on an Olympus IX-81
objective-type TIRF microscope equipped with a X60 oil-immersion objective
(APON %60 OTIRE, 1.49 NA) with both CellATIRF and z-drift control (ZDC2)
modules, and an EMCCD camera (IXon 897, Andor, EM gain 300). Cy5 excitation
was provided by a 640-nm red laser (Coherent CUBE 640-100C, 100mW) and
Cy3 excitation was provided by a 532-nm green laser (CrystaLaser CL532-150-L,
150 mW). In all single-particle tracking experiments, an OSS was included in
the imaging buffer to retard photobleaching. The translocation of DNA walkers
was monitored under alternating TIRF excitation at 640 and 532 nm (time lapse
interval of 30s, exposure time of 100 ms) for 60 min.

NATURE NANOTECHNOLOGY | www.nature.com/naturenanotechnology

Analysis of single-particle tracking experiments was performed as follows.
The Image] plug-in Particle Track and Analysis (PTA) was used to conduct 2D
Gaussian fitting by the Levenberg—Marquardt method to obtain trajectories for
each detected walker molecule®. The search area was set to 3 pixels (=402 nm).
The net movement of all fiducial markers in the field of view was subtracted from
walker trajectories using a custom MATLAB script to account for x-y stage drift.
A given trajectory was used in subsequent analysis only if the following conditions
were met: lasted 10 min (20 frames) without photobleaching; exhibited no sudden
fluorescence intensity changes as determined by manual inspection of the output
from PTA fitting; and showed no evidence of multiple identical fluorophores, such
as multiple photobleaching steps or overlapping point-spread functions in the
CCD image.

Calculation of MSD was performed as follows. An initial position (x,, y,) was
defined as the arithmetic mean of the first three position measurements of each
trajectory. The distance of each subsequent position measurement (x;, y;) from
the initial position (x,, y,) was then calculated and squared to obtain the squared
net displacement over time. The arithmetic mean of the MSD was calculated for
all trajectories lasting at least 10 min, and the corresponding standard error (S.E.)
of the mean was calculated for each MSD value as plotted in Fig. 3f. After fitting
a linear function to each MSD versus time plot in OriginPro 8.0, the slope of the
linear fit was divided by 4 to obtain the apparent 2D diffusion coefficient (D)
for each walker, based on the 2D diffusion model (x(¢))*=4Dt. The diffusion
coefficient was also predicted from smFRET measurements of stepping kinetics
using the 2D random walk model (Ax)2 =4DAt, where Ax is the step size and At is
the mean stepping lifetime of a representative (median-valued) walker.

Kinetic Monte Carlo modelling of branch migration and stepping kinetics

in a three-foothold system. The branch migration and stepping of walkers in a
three-foothold system was numerically simulated at single-base resolution using a
version of the Gillespie algorithm"' implemented in MATLAB. Additional details
regarding the simulations and their interpretation are provided in Supplementary
Note 1. Autocorrelation of the branch migration state was calculated as a function
of time lag using the xcorr function in MATLAB, and normalized in the same
manner as for cross-correlation in the smFRET data.

Data availability. The data that support the plots within this paper and
other findings of this study are available from the corresponding author upon
reasonable request.
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Supplementary Note 1

Kinetic Modelling of Walker Stepping in a 3-Foothold System

Stepping by a walker with toehold domain length a € {5, 6, 7, 8} and branch migration domain length b € {6, 13,
20} was numerically simulated at single-base resolution according the reaction scheme shown in Supplementary
Fig. 5a, using a version of the Gillespie algorithm® implemented in MATLAB. The scheme shown in Supplementary
Fig. 5a depicts a system with b = 13; different values of b will result in a different number of states Bg, where g €
{0,1...b} indicates the number of base pairs that have been displaced in the branch migration process. States Si, So,
and S1'represent states in which the walker is bound only to foothold F1, F», or F+', respectively. Thus, each reaction
scheme has 2(b + 1) + 3 = 2b + 5 total states, indicated by i € {1, 2...2b + 5}.

The simulation algorithm consists of the following steps:

1. Choose a random starting state i € {1, 2...2b+5}
2. Calculate the wait time At until the next reaction by drawing a random number from the exponential

distribution with mean value t; calculated as
1

)

T. o ——
L ki tkisiog

where k;_,;,1 and k;_,;_, are the rate constants for transition to state i + 1 and i — 1, respectively.

3. Determine the probability P;_,;, 4 of a transition to state i + 1 according to
kisi
Pisip1 = kiai+1+;;i1ai—1 )
4. Choose a random number p from a uniform distribution over the interval [0,1];
if p < P;_;,q, transition to state i + 1; otherwise, transition to state i — 1.
5. Repeat steps 2-4 until the simulation end time is reached.

Each type of walker was simulated for a total of 1000 seconds of simulation time, and its stepping lifetime estimated
as the total simulation time divided by the number of times the trajectory crossed between Si+» and Sy+1-. Note that
a trajectory can enter the middle state with toehold a dissociated (e.g., state i = 16 in Supplementary Fig. 5a) without
taking a step to the next foothold; it may instead (with 50% probability in our initial model) return to its original
foothold, in which case the event will not be counted as a step. Note also that we make the simplifying assumption
that toeholds can only dissociate from the terminal states, e.g., Bo and B1s for b = 13.

Rate constants were chosen as follows. The second-order binding rate constant for toeholds of all lengths was
estimated as 3.0x10° Ms™ on the basis of prior single-molecule and ensemble** measurements and theoretical
treatments of toehold-mediated strand displacement. The local effective concentration of the toehold was estimated
as ~100 pM by analogy to a similar system studied previously by smFRET*, implying that the pseudo-first order
rate constant of toehold binding k'p;q = (3.0 X 106 M~1s71)(107*M) = 300 s~1. A branch migration rate
constant of kj,, = 10000 s~ was chosen to reflect literature on the rate of three-way branch migration in DNA>®;
this also provided a close match between the timescales of the autocorrelation function of the state number in
simulations of walker Ws 13 s (Supplementary Fig. 5b) and the cross-correlation function in single-molecule FRET
measurements of walker Ws 13 s on a 2-Foothold DNA tile (12 ms; see Figure 1). Based on previous estimations
that initiation of branch migration incurs a penalty of 2 kcal/mol (in addition to a free energy barrier of ~5.3 kcal/mol
for branch migration itself)®, initiation of branch migration was assigned an approximately 7-fold slower rate



constant of ky,,,; = 1400 s~1. Finally, as a starting point, rate constants of dissociation for short oligonucleotides
reported by Dupuis et al.' were used to construct the approximate empirical relationship kgissec = (3 X
106 s~1)e=2031a \which was used to calculate kg;,. for different values of a.

Given the approximate nature of this model, and the lack of any explicit treatment of the geometry or dynamics of
the footholds and substrate, it recapitulates the experimentally observed stepping behaviour surprisingly well
(Supplementary Fig. 5¢), predicting the predominance of hybrid states Si1+» and Sz+1- for all walkers, and qualitatively
predicting that stepping rate will increase as the toehold length is decreased. Moreover, the stepping rates predicted
for 8- and 7-nt toeholds are quantitatively similar to the experimental values (Supplementary Fig. 5d). However,
there is a significant discrepancy with the experimentally determined stepping rate for We 13 6 and W5s 13 5, which
are much slower than our model predicts, suggesting that an influence other than toehold dissociation is limiting
the apparent stepping rate of Ws_13 s in our SmFRET measurements. For instance, binding of the dissociated toehold
Da to foothold F1" may be slower than to foothold Fi, e.g., due to a slightly different distance between F, and F1’
compared to that between F; and F». This is consistent with the fact that the high-FRET states for all walkers in the
Wy 13 x Series exhibit significantly longer median lifetimes than the low-FRET states (Figure 2n). In this
interpretation, the fact that the asymmetry between lifetimes in the high- and low-FRET states increases as the
toehold length is decreased from 8 to 5 nucleotides might be due to the progressive shortening of the walker-foothold
duplex as the size of the toehold is decreased (while the toehold sequence of the foothold does not change in length,
an increasing fraction of it becomes single-stranded as the walker toehold decreases in length, resulting in a
conformation that is predicted to be more coiled up and resistant to extension for entropic reasons®, and hence a
shorter overall reach for the walker). Thus, as the walker-foothold duplex and the walker’s reach shorten, the
hypothesized asymmetry between the Fi1-F, and F»-F1’ distances may exert a stronger influence on stepping
kinetics. Such an asymmetry is plausible, given that strand polarity considerations predict that footholds F1and F»
emerge from the tile surface in orientations pointing somewhat toward one another, whereas foothold F,' is
predicted to emerge pointing somewhat away from F, (Supplementary Fig. 5). Intriguingly, the DNA origami
scaffold results in a reversal of the FRET state bias compared to the DNA tile (compare Fig. 2n and Supplementary
Fig. 9g), suggesting that biases can indeed be imposed by subtle structural details of the scaffold.

To explore the potential of biased binding of one toehold over the other to reproduce the slower-than-expected
apparent stepping rates of Ws_13 s and Ws_13 5 in our SmFRET analysis, we introduced a preference for binding one
of the footholds (F1") over the other (F1) that varied as a function of toehold length. In these simulations, the rate
constant for binding F1, keina' 1, Was obtained by dividing the rate constant for binding F1' (Knina"F1-) by a parameter
r that was dependent on toehold length: Kpinda"rF1 = Kbind"F1/r, where r = 1, 1.5, 3, and 10 for Ws 13 6, Ws_13 6, Ws_13 6,
and Ws_13 6, respectively (to reflect the increased bias in FRET dwell time as the toehold length decreases). To
simulate the time resolution of most of our SMFRET measurements, trajectories were binned in 100 ms intervals,
with each bin consisting of a time-weighted average of all states occurring in that time interval. This had the effect
of reducing or eliminating very brief dwell times, giving the appearance of longer average dwell times
(Supplementary Fig. 5e). Finally, the trajectories were fit by hidden Markov modelling in the same manner as our
experimental SmMFRET data to determine the apparent stepping lifetime. Intriguingly, the same deviation from an
exponential dependence on toehold length is observed as for our experimental data (Supplementary Fig. 5d),
suggesting that at least part of the reason the apparent stepping rates of Ws_13 ¢ and W5 _13 5 are slower than expected
is the combination of FRET bias and limited time resolution.

The simulations also predict that stepping rate will decrease linearly as b increases (Supplementary Fig. 5f), since
the walker’s toehold can only dissociate from its complement in a small fraction of branch migration states (in our



simplified model, only from the very terminal states Bo and By). As the number of branch migration states increases,
the fraction of these states compatible with toehold dissociation, and hence stepping, will decrease. However, this
is in direct contradiction with the experimental results shown in Fig. 20, which suggest slower stepping for b > 1
shortest than for longer Dg. Again, we interpret this discrepancy as arising from aspects of tile geometry — such as
the match between the length of the walker-foothold duplex and the foothold spacing, with consequences for local
effective concentrations and tension within single-stranded components of the system — that are not captured by our
kinetic model, and are at present difficult to determine experimentally with sufficient accuracy to be useful in the
model.



Supplementary Fig. 1 | Design of cartwheeling walker and DNA tile. a, 2-Foothold system foothold strands F;
and F; are 5’ and 3' extensions of ssDNA strands within the 4-helix tile (grey cylinders). b, 3-Foothold system with
F1’ having same sequence as Fi. ¢, The walker W is a single-stranded DNA oligonucleotide comprising a 13-
nucleotide branch migration domain Dg (coloured black) flanked by two 5- to 8-nucleotide toehold domains Da
(coloured red) and D¢ (coloured orange) with distinct sequences.



Supplementary Fig. 2 | 5% Native PAGE characterization of 2-Foothold and 3-Foothold DNA tile systems. a,
5% native PAGE with SYBR Green stain of different tile constructs used in the paper. b, Fluorescence gel
characterization of Cy3-labeled tile. The number above each lane (6, 13, 20) represents the number of nucleotides
in the middle domain (D) of each foothold strand.
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Supplementary Fig. 3 | DNA sequence design for 4HX tile with 2-Foothold. a, The structure incorporates two
ssDNAs as the two footholds, F1 (5’-CAATACCCCTACGGTCACTTC) and F2
(CCCTCATTCAATACCCCTACG-3). The distance between 2 footholds are designed to be 7 nm and facing the
same side of 4HX tile. b, Computer modelling (Tiamat) of DNA nanostructure and the detailed sequence and
labelling strategy of T1 and T2. Cy3 dye is labelled at 5” of F1 with 2 T bases as spacer. For both F1 and F2, A
single-stranded 3T spacer was added between the foothold and the tile to allow for flexibility.
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Supplementary Fig. 4 | Evidence of rapid FRET dynamics for Ws 13 5, We 13 6, W7 13 7 0n 2-Foothold DNA tile.
Rapid anti-correlated fluctuations in Cy3 (blue) and Cy5 (red) fluorescence intensity for a single walker-tile
complex, suggestive of branch migration in hybrid state Si.».
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Supplementary Fig. 5 | Monte Carlo simulation of cartwheeling DNA walkers in a 3-foothold system. a,
Scheme for kinetic modelling of 3-foothold system (b = 13 nucleotides in the depicted scheme). See Supplementary
Note 1 for details regarding the model. b, (top) Representative portion of a simulated trajectory of Wsg 13 g in a 3-
foothold system, zoomed in to show the rapid fluctuations among branch migration states. State values in this plot
are binned to a time resolution of 16 ms to match the time resolution of donor-acceptor anticorrelation measurements
(see Fig. 1, main text). (bottom) Exponential fit to the normalized autocorrelation function of the time-binned
trajectory shown at the top. The lifetime of the exponential fit is 12.1 ms (95% confidence interval: [9.6, 14.6 ms]).
¢, Representative state vs. time trajectories for simulated walkers with b = 13 and toehold length a varying from 5
to 8 nucleotides. Rapid fluctuations among branch migration intermediates are punctuated by rare toehold
dissociation and stepping events, which become more frequent as a decreases. d, Mean stepping dwell time of
simulated trajectories (black filled circles) with b = 13 and varying a, as compared to the experimentally determined
values (red squares) and simulated trajectories incorporating a toehold length-dependent bias towards one FRET
state (blue diamonds). e, Simulated trajectory of Ws 13 5 with a 10-fold bias towards binding one foothold (black),
along with a time-binned version of the same trajectory (red). The time binning in the red trajectory is 100 ms, to
match the time resolution of SMFRET measurements. f, Mean stepping dwell time of simulated trajectories with
varying b and constant a (=6). The trend is well fit by a linear function (R? > 0.99).



tHGGTGAGGGCAATCGCTTTA GCTAGCGTA GTGTAGGGAGGT TGCACCCTTA CAATCGCTTT GCTAGCGTAGTGTAGGGAGGT TGTAGCTCttt
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tTCAGCGCT CTCCAACTGCTTAGTGGCATCG ATGAAACCAAAAGGACGCCC CTCCAACTGCTTAGTGGCATC GATGAAACCAATTGTCCTGHtt

b F1 F2 F1’

Supplementary Fig. 6 | DNA sequence design for 4HX tile with 3-Foothold. a, The structure incorporates 3
ssDNAs as the three footholds, F1, F1’ (5’-CAATACCCCTACGGTCACTTC) and F2
(CCCTCATTCAATACCCCTACG-3’). The distance between each two footholds are designed to be 7 m and facing
the same side of 4HX tile. b, Computer modelling (Tiamat) of DNA nanostructure and the designed sequence of
footholds F1, F1’ and F2. Cy3 dye is labelled at 5* of F1 with 2 T bases as spacer. For all three footholds, a single-
stranded 3T spacer was added between the foothold and the tile to induce flexibility.



Supplementary Fig. 7 | Single-molecule FRET characterization of Ws 20 s and Ws s ¢ on 3-Foothold DNA tile.
Representative SmFRET trajectories of Ws 20 sand We_s ¢ 0n 3-Foothold DNA tile are shown with Cy3 fluorescence
in blue and Cy5 fluorescence in red. Zoomed-in trajectories (upper-right corner of each panel) show FRET
transitions for 25-s segments in greater detail. Transition occupancy density plots (TODPs, lower-right corner of
each panel) show the most frequently observed FRET transitions across all molecules.
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Supplementary Fig. 8| Simulated distributions and distances to nearest neighbour footholds on 2D surfaces.
a, Representative 200 nm x 200 nm region showing randomly distributed footholds F; and F». b, Histogram of
predicted distances to nearest-neighbour footholds of the opposite type within a (1000 nm)? region containing
8350 randomly distributed copies each of F; and F,. Foothold positions are assumed to be independent of all other
footholds.






Supplementary Fig. 9 | Single-molecule FRET characterization of Ws_ 13 ¢ on 3-Foothold DNA origami. a,
caDNAno scaffold routing diagram for 3-Foothold DNA origami, showing positions of footholds and biotins used
for anchoring to the imaging surface for TIRF. b, Cartoon schematics of 3-Foothold DNA origami, including a side
view of foothold and biotin positions (top) and a perspective view of the underlying nanostructure (bottom). The
distance between adjacent footholds is predicted to be ~10.5 nm. ¢, TEM characterization of 3-Foothold DNA
origami. d, A representative single-molecule FRET trajectory of Ws 13 6 on 3-Foothold DNA origami. Cy3
fluorescence is shown in blue, while Cy5 fluorescence is shown in red. e, Zoomed-in trajectories showing FRET
transitions for 25-s segments in d. f, Transition occupancy density plots (TODPs) illustrating the most common
FRET transitions. g, Box-and-whisker plot of stepping kinetics in the high- and low-FRET states for Ws_13 ¢ 0n 3-
Foothold DNA Origami.



Supplementary Fig. 10 | Representative 2D particle tracking trajectories of W 13 ¢ on surface coated with
F1 and F,. One frame was acquired every 30 s.



Supplementary Fig. 11 |MSD comparison for Wjs 13 s. a, Square displacement for all trajectories (353 molecules).
The extremely fast-moving outlier trajectory is highlighted in red. b, MSD comparison between all trajectories (n
= 353 trajectories, yellow line), without the single fast-moving trajectory (n = 352 trajectories, blue line) and without
the second fastest moving trajectory (n=351 trajectories, grey line). Dotted lines indicate linear regression fits to the
data, resulting in calculated 2D diffusion coefficient estimates of 2.2 nm%s (yellow line), 0.7 nm%s (blue line), and
0.5 nm?s (grey line). Thus, removal of the fastest-moving trajectory reduces the apparent diffusion coefficient >3-
fold, suggesting that this particle is diffusing by a different mechanism and justifying its removal from the MSD
calculation. However, removal of the second-fastest trajectory only reduces the apparent diffusion coefficient by a
factor of <0.3, so we conservatively include it in MSD calculations. ¢, Square displacement for all remaining
trajectories after the fastest-moving outlier (red in a) has been removed. d, Square displacement for all remaining
trajectories after the second-fastest-moving outlier (blue in a and c) is also removed.



Supplementary Fig. 12| Position distribution of Ws_13 ¢ 0n a surface bearing only one foothold type (F1)
during 10 min of single-particle tracking. No walking is expected to occur on this control surface. a, 2D
histogram showing the distribution of apparent x-y positions of all walkers (n=107) relative to their starting
positions (0,0) over 10 min of observation. b, ¢, Histograms of walker coordinates in the x-(b) and y-(c)directions.
The standard deviations of these coordinates (ox = 16.4 nm, gy = 15.2 nm) represent the approximate precision of
localization in particle tracking experiments.



Supplementary Table 1 | Staple sequences for the 3-Foothold DNA origami design

Name Sequence (5'—3")

Oligo0 AGGTTTAGTACCGCCATGAGTTTCGTCACCAGTTTTCCAATC
Oligo1 GTATAAACAGTTAATGTGCGAATAATAATTTTTTTTCCAATC
Oligo2 CAGGAGGTTGAGGCAGAGGGAGTTAAAGGCCGTTTTCCAATC
Oligo3 TTCATCGGCATTTTCGTACACTAAAACACTCATTTTCCAATC
Oligo4 TTATTCATTAAAGGTGATGAACGGTGTACAGATTTTCCAATC
Oligo5 TACGCAGTATGTTAGCTCATTGTGAATTACCTTTTTCCAATC
Oligo6 GATAACCCACAAGAATGAGGCATAGTAAGAGCTTTTCCAATC
Oligo7 GTTACAAAATAAACAGAGTTCAGAAAACGAGATTTTCCAATC
Oligo8 TAGCAAGCAAATCAGATACCTTTAATTGCTCCTTTTCCAATC
Oligo9 ATCAACAATAGATAAGCATTTCGCAAATGGTCTTTTCCAATC
Oligo10 TAAAGCCAACGCTCAATTATGACCCTGTAATATTTTCCAATC
Oligo11l CAAGACAAAGAACGCGAATGCCGGAGAGGGTATTTTCCAATC
Oligo12 CTGTAAATCGTCGCTATAAACGTTAATATTTTTTTTCCAATC
Oligo13 ATTGCTTTGAATACCATGGGATAGGTCACGTTTTTTCCAATC
Oligo14 TTCATCAATATAATCCGTGCGGGCCTCTTCGCTTTTCCAATC
Oligo15 TCAATAGATAATACATTGGCTAGTACCCGTATTTTTCCAATC
Oligo16 CACCGCCTGCAACAGTCCGCTTTCCAGTCGGGTTTTCCAATC
Oligo17 AGGGACATTCTGGCCACAGCAGGCGAAAATCCTTTTCCAATC
Oligo18 TACAAACTACAACGCCTATCACCGTACTCAGGTTATCCATTC
Oligo19 TTCACGTTGAAAATCTTTGAGTAACAGTGCCCTTATCCATTC
0Oligo20 CTTTTGCGGGATCGTCCCGCCGCCAGCATTGATTATCCATTC
Oligo21 TCTTTGACCCCCAGCGCAGACTGTAGCGCGTTTTATCCATTC
Oligo22 CCAGGCGCATAGGCTGTAAATATTGACGGAAATTATCCATTC
0Oligo23 TATGCGATTTTAAGAAGATTAAGACTCCTTATTTATCCATTC
Oligo24 AACACTATCATAACCCGCGCTAATATCAGAGATTATCCATTC
Oligo25 ATGACCATAAATCAAAAGAGCCTAATTTGCCATTATCCATTC
0ligo26 TTTTGATAAGAGGTCATCATTACCGCGCCCAATTATCCATTC
Oligo27 AATAACCTGTTTAGCTCAGAACGCGCCTGTTTTTATCCATTC
Oligo28 CTTTTGCGGGAGAAGCCAAATTCTTACCAGTATTATCCATTC
0Oligo29 GCTATTTTTGAGAGATGATGCAAATCCAATCGTTATCCATTC
0Oligo30 GTTAAAATTCGCATTAGTGAATAACCTTGCTTTTATCCATTC
Oligo31 GGTGTAGATGGGCGCAATAACGGATTCGCCTGTTATCCATTC
Oligo32 TATTACGCCAGCTGGCTATCAGATGATGGCAATTATCCATTC
Oligo33 AAGGATCCCCGGGTACTAATAGATTAGAGCCGTTATCCATTC
Oligo34 AAACCTGTCGTGCCAGAGGCGGTCAGTATTAATTATCCATTC
Oligo35 TGTTTGATGGTGGTTCCACGACCAGTAATAAATTATCCATTC
0Oligo36 CCCTCAGAACCGCCACAAGCCCAATAGGAACCTTTTCATACC
Oligo37 GGAACCTATTATTCTGAGTGAGAATAGAAAGGTTTTCATACC
Oligo38 TTGATATTCACAAACAATAACCGATATATTCGTTTTCATACC
Oligo39 TTAGCGTTTGCCATCTGCACCAACCTAAAACGTTTTCATACC
Oligo40 CGACTTGAGCCATTTGAACCGAACTGACCAACTTTTCATACC
Oligo41 ATACATAAAGGTGGCATGGGCTTGAGATGGTTTTTTCATACC
Oligo42 AATAAGAGCAAGAAACAATGCAGATACATAACTTTTCATACC
Oligo43 CAATCCAAATAAGAAAATTCATTGAATCCCCCTTTTCATACC
Oligo44 CGGTATTCTAAGAACGAAGCAAACTCCAACAGTTTTCATACC
Oligo45 ATAATATCCCATCCTAGAACGAGTAGATTTAGTTTTCATACC
Oligo46 GAGAATCGCCATATTTGCATAAAGCTAAATCGTTTTCATACC
Oligo47 ATATATTTTAGTTAATTATGATATTCAACCGTTTTTCATACC
Oligo48 TTAGAATCCTTGAAAAAGGAAGATTGTATAAGTTTTCATACC
Oligo49 CAGAGGCGAATTATTCTCCGTGGGAACAAACGTTTTCATACC
0Oligo50 TACTTCTGAATAATGGCAGGCTGCGCAACTGTTTTTCATACC
Oligo51 TATTAGACTTTACAAACGAGGCAAGTCCGCTATTTTCATACC
0Oligo52 AGCAGCAAATGAAAAATAACTCACATTAATTGTTTTCATACC
Oligo53 TTCTGACCTGAAAGCGGTTGCAGCAAGCGGTCTTTTCATACC
Oligo54 CATGTACCGTAACACCCCTCAGAACCGCCATTTTCATCAC
Oligo55 AACAACTAAAGGAATCCCCCTGCCTATTTCTTTTCATCAC
Oligo56 GTCGCTGAGGCTTGCGTCAGACGATTGGCCTTTTCATCAC

Oligo57

AAAGAGGCAAAAGAAGTCATAGCCCCCTTATTTTCATCAC



Oligo58
Oligo59
Oligo60
Oligo61
Oligo62
Oligo63
Oligo64
Oligo65
Oligo66
Oligo67
Oligo68
Oligo69
Oligo70
Oligo71
Oligo72
Oligo73
Oligo74
Oligo75
Oligo76
Oligo77
Oligo78
Oligo79
Oligo80
Oligo81
Oligo82
Oligo83
Oligo84
Oligo85
Oligo86
Oligo87
Oligo88
Oligo89
Oligo90
Oligo91
Oligo92
Oligo93
Oligo94
Oligo95
Oligo96
Oligo97
Oligo98
Oligo99
Oligo100
Oligo101
Oligo102
Oligo103
Oligo104
Oligo105
Oligo106
Oligo107
Oligo108
Oligo109
Oligo110
Oligol111
Oligo112
Oligo113
Oligo114
Oligo115
Oligo116
Oligo117
Oligo118
Oligo119

TTTGAAAGAGGACAGAATTATCACCGTCACTTTTCATCAC
TAATTTCAACTTTAAAAACGTAGAAAATACTTTTCATCAC
GCCAAAAGGAATTACTGAGTTAAGCCCAATTTTTCATCAC
TCAAATGCTTTAAACCCATATTATTTATCCTTTTCATCAC
GTCAGGATTAGAGAGTATAGAAGGCTTATCTTTTCATCAC
TTTGACCATTAGATATCCTGAACAAGAAAATTTTCATCAC
GTTGTACCAAAAACACAGTAGGGCTTAATTTTTTCATCAC
TCTAGCTGATAAATTAGAAAACTTTTTCAATTTTCATCAC
CAAATATTTAAATTGTTAATTAATTTTCCCTTTTCATCAC
GCGGATTGACCGTAAAGTTACAAAATCGCGTTTTCATCAC
TGGGAAGGGCGATCGTGATTGTTTGGATTATTTTCATCAC
GCGACCGTATACGCATTGAGGATTTAGAAGTTTTCATCAC
CGTTGCGCTCACTGCGCCACGCTGAGAGCCTTTTCATCAC
CACGCTGGTTTGCCCACAGAGATAGAACCCTTTTCATCAC
ATAAGTGCCGTCGAGAGCGTAACGATCTAAAGTTTTCTACAC
GATGATACAGGAGTGTTTGTATCGGTTTATCATTTTCTACAC
CCTCAGAGCCACCACCAGGGTAGCAACGGCTATTTTCTACAC
AGCAGCACCGTAATCAAGATTTGTATCATCGCTTTTCTACAC
GCGCCAAAGACAAAAGAACCGGATATTCATTATTTTCTACAC
AAACCGAGGAAACGCAAGAAAAATCTACGTTATTTTCTACAC
ACGGGAGAATTAACTGAGCGAGAGGCTTTTGCTTTTCTACAC
GCTACAATTTTATCCTGAAGCAAAGCGGATTGTTTTCTACAC
CGCACTCATCGAGAACAATATAATGCTGTAGCTTTTCTACAC
AGTAATTCTGTCCAGATGGCATCAATTCTACTTTTTCTACAC
GAATCATAATTACTAGGAACCCTCATATATTTTTTTCTACAC
TTTTAACCTCCGGCTTTCTGGAGCAAACAAGATTTTCTACAC
TGAATTACCTTTTTTAAATAGGAACGCCATCATTTTCTACAC
CGTCAGATGAATATACCGACGACAGTATCGGCTTTTCTACAC
AACAAAGAAACCACCATGGGTAACGCCAGGGTTTTTCTACAC
AGGAATTGAGGAAGGTGTTTCCTGTGTGAAATTTTTCTACAC
CATTAAAAATACCGAAGAGGCGGTTTGCGTATTTTTCTACAC
CTCAATCGTCTGAAATGAATAGCCCGAGATAGTTTTCTACAC
TTTTGTCGTCTTTCCCTCAGTACCAGGCGGTTATCTTCCA
GCTTGCTTTCGAGGTTCATACATGGCTTTTTTATCTTCCA
CAGAGGCTTTGAGGACCTCAGAACCGCCACTTATCTTCCA
CTGATAAATTGTGTCAATGAAACCATCGATTTATCTTCCA
CCCAAATCAACGTAATCATATGGTTTACCATTATCTTCCA
ATAAAACGAACTAACAAAGTTACCAGAAGGTTATCTTCCA
AAAAGAAGTTTTGCCAGGGAAGCGCATTAGTTATCTTCCA
CATCAAAAAGATTAAGCTATTTTGCACCCATTATCTTCCA
TCAACATGTTTTAAATATTAAACCAAGTACTTATCTTCCA
AATAGTAGTAGCATTACCGACAAAAGGTAATTATCTTCCA
TAAATGCAATGCCTGTAAGAATAAACACCGTTATCTTCCA
GAATCGATGAACGGTTCTGAGAGACTACCTTTATCTTCCA
AAAATAATTCGCGTCTTTAACAATTTCATTTTATCTTCCA
CTCAGGAAGATCGCAGATTTTCAGGTTTAATTATCTTCCA
TTTCCCAGTCACGACATTATCATTTTGCGGTTATCTTCCA
TGTTATCCGCTCACAAAATCAACAGTTGAATTATCTTCCA
TGGGCGCCAGGGTGGGCCCTAAAACATCGCTTATCTTCCA
GGTTGAGTGTTGTTCACCTACATTTTGACGTTATCTTCCA
GATTAGCGGGGTTTTGAGACGTTAGTAAATGATTTTACCCAT
ACCGTTCCAGTAAGCGGAATTTCTTAAACAGCTTTTACCCAT
CCCTCAGAGCCGCCACCTAAAGACTTTTTCATTTTTACCCAT
GGCCGGAAACGTCACCGAAATCCGCGACCTGCTTTTACCCAT
ACAATCAATAGAAAATCAAAGCTGCTCATTCATTTTACCCAT
AAGCAGATAGCCGAACGGAACAACATTATTACTTTTACCCAT
AGAATAACATAAAAACAGAGGGGGTAATAGTATTTTACCCAT
TAAATCAAGATTAGTTGAGGAAGCCCGAAAGATTTTACCCAT
TCATTCCAAGAACGGGTATGCAACTAAAGTACTTTTACCCAT
TAAGAGAATATAAAGTAACATCCAATAAATCATTTTACCCAT
TAAATAAGGCGTTAAAAGTAATGTGTAGGTAATTTTACCCAT
TTATCAAAATCATAGGAATCGTAAAACTAGCATTTTACCCAT



Oligo120
Oligo121
Oligo122
Oligo123
Oligo124
Oligo125
Oligo126
Oligo127
Oligo128
Oligo129
Oligo130
Oligo131
Oligo132
Oligo133
Oligo134
Oligo135
Oligo136
Oligo137
Oligo138
Oligo139
Oligo140
Oligo141
Oligo142
Oligo143
Oligo144
Oligo145
Oligo146
Oligo147
Oligo148
Oligo149
Oligo150
Oligo151
Oligo152
Oligo153
Oligo154
Oligo155
Oligo156
Oligol157
Oligo158
Oligo159
Oligo160
Oligo161
Oligo162
Oligo163
Oligol164
Oligol165
Oligo166
Oligo167
Oligo168
Oligo169
Oligo170
Oligol171
Oligol172
Oligol173
Oligol74
Oligol175
Oligol176
Oligol177
Oligo178
Oligo179
Oligo180
Oligo181

AACAAAATTAATTACATGGCCTTCCTGTAGCCTTTTACCCAT
ATAAAGAAATTGCGTACTCCAGCCAGCTTTCCTTTTACCCAT
TAAAAGTTTGAGTAACGTTGTAAAACGACGGCTTTTACCCAT
TATCTGGTCAGTTGGCATTCCACACAACATACTTTTACCCAT
AATGCGCGAACTGATATTTTTCTTTTCACCAGTTTTACCCAT
AAACGCTCATGGAAATCAGTTTGGAACAAGAGTTTTACCCAT
ATTTTCTGTATGGGATTCAAGAGAAGGATTAGTTTACTCACT
TTGATACCGATAGTTGCGCAGTCTCTGAATTTTTTACTCACT
GAGGAAGTTTCCATTAACCACCGGAACCGCCTTTTACTCACT
TCCATGTTACTTAGCCCCATTACCATTAGCAATTTACTCACT
GTGAATAAGGCTTGCCATAAGTTTATTTTGTCTTTACTCACT
AGGTAGAAAGATTCATCCTTTTTAAGAAAAGTTTTACTCACT
AAATGTTTAGACTGGAAGCAGCCTTTACAGAGTTTACTCACT
CTTCAAATATCGCGTTGGAGGTTTTGAAGCCTTTTACTCACT
GGTGTCTGGAAGTTTCCGGCTGTCTTTCCTTATTTACTCACT
TACAGGCAAGGCAAAGATTTTCGAGCCAGTAATTTACTCACT
AGATTCAAAAGGGTGAAATACCGACCGTGTGATTTACTCACT
TGTCAATCATATGTACAGAGTCAATAGTGAATTTTACTCACT
AGCTTTCATCAACATTAAACAAACATCAAGAATTTACTCACT
GGCACCGCTTCTGGTGTGCACGTAAAACAGAATTTACTCACT
CAGTGCCAAGCTTGCACGAACGTTATTAATTTTTTACTCACT
GAGCCGGAAGCATAAATCAAACCCTCAATCAATTTACTCACT
TGAGACGGGCAACAGCATGGCTATTAGTCTTTTTTACTCACT
TCCACTATTAAAGAACGCCATTGCAACAGGAATTTACTCACT
AGAGGCTGAGACTCCTTTGCTAAACAACTT
AGCCAGAATGGAAAGCGCCGACAATGACAA
ACCGGAACCAGAGCCAACGGGTAAAATACG
AAATCACCAGTAGCAGGAACGAGGCGCAGA
CAAAGACACCACGGACTGACGAGAAACACC
CTATCTTACCGAAGCCAGTTGAGATTTAGG
GTCAAAAATGAAAATTAGCGTCCAATACTG
ACCTCCCGACTTGCGTTAATTCGAGCTTCA
AAACCAATCAATAATATTCCATATAACAGT
AATTTAGGCAGAGGCAATTAGCAAAATTAA
AATTTAATGGTTTGAGAAAGGCCGGAGACA
ATTAAGACGCTGAGACCCGGTTGATAATCA
CAAAAGAAGATGATGAAATGTGAGCGAGTA
CATATCAAAATTATTCCGGAAACCAGGCAA
ATTAAATCCTTTGCCTGCCTGCAGGTCGAC
GCTGAACCTCAAATAGTGTAAAGCCTGGGG
AGACAATATTTTTGATGATTGCCCTTCACC
ACAATATTACCGCCAGTGGACTCATATCCA
CATTTTCAGGGATAGCCCTCAGAGCCACCACC
TCAACAGTTTCAGCGGAAACATGAAAGTATTA
CAACCATCGCCCACGCAATAAATCCTCATTAA
TAATGCCACTACGAAGTTTCATAATCAAAATC
CGGTCAATCATAAGGGGGAATTAGAGCCAGCA
AGAACGAGTAGTAAATACATATAAAAGAAACG
AATACCACATTCAACTAATGAAATAGCAATAG
CGGAATCGTCATAAATCGATTTTTTGTTTAAC
AAGCGAACCAGACCGGCGAGGCGTTTTAGCGA
TGATTCCCAATTCTGCATTTACGAGCATGTAG
GCAATAAAGCCTCAGAAACAACGCCAACATGT
GTCAAATCACCATCAATTCATCTTCTGACCTA
GAAAAGCCCCAAAAACCATAGCGATAGCTTAG
ACAACCCGTCGGATTCATTTCAATTACCTGAG
AGCGCCATTCGCCATTAAGGGTTAGAACCTAC
TCTAGACCTTTGATAGCAATTCGACAACTCGT
TGCCTAATGAGTGAGCTCTAAAGCATCACCTT
GCCTGGCCCTGAGAGATAAGAATACGTGGCAC
AGCCCGGAATAGGTGTGTAGCATTCCACAGTTTCACTACT
AACGGGGTCAGTGCCCCAAAAAAAAGGCTCTTTCACTACT



Oligo182 GAACCACCACCAGAGACCCTCAGCAGCGAATTTCACTACT

Oligo183 GTTTGCCTTTAGCGTATTATACCAAGCGCGTTTCACTACT

Oligo184 TTGAGGGAGGGAAGGGCTGACCTTCATCAATTTCACTACT

Oligo185 CAAAAGAACTGGCATCTGGCTCATTATACCTTTCACTACT

Oligo186 TCAGAGGGTAATTGATCGTTTACCAGACGATTTCACTACT

Oligo187 AACGAGCGTCTTTCCAATCAGGTCTTTACCTTTCACTACT

Oligo188 TTTTCATCGTAGGAATTTTTGCGGATGGCTTTTCACTACT

Oligo189 CATGTTCAGCTAATGATATTTTCATTTGGGTTTCACTACT

Oligo190 ATCATATGCGTTATACTTTATTTCAACGCATTTCACTACT

Oligo191 CTATATGTAAATGCTCTACAAAGGCTATCATTTCACTACT

Oligo192 AATCAATATATGTGAAATTTTTGTTAAATCTTTCACTACT

Oligo193 ACATCGGGAGAAACATCGTAACCGTGCATCTTTCACTACT

Oligo194 CATCATATTCCTGATGAAAGGGGGATGTGCTTTCACTACT

Oligo195 AGGAGCACTAACAACCGAGCTCGAATTCGTTTTCACTACT

Oligo196 GATAAAACAGAGGTGCTGCATTAATGAATCTTTCACTACT

Oligo197 CAGATTCACCAGTCACGAAATCGGCAAAATTTTCACTACT

Oligo198 ACAGCCCTCATAGTTAGGGTTGATATAAGTATTTTTTAACCC

Oligo199 CAAAAGGAGCCTTTAAACTGGTAATAAGTTTTTTTTTAACCC

Oligo200 AGACAGCATCGGAACGCTCAGAGCCGCCACCATTTTTAACCC
Oligo201 AAACAAAGTACAACGGGTAGCGACAGAATCAATTTTTAACCC

Oligo202 GAGTAATCTTGACAAGGGCGACATTCAACCGATTTTTAACCC

Oligo203 AGTCAGGACGTTGGGAATAATAACGGAATACCTTTTTAACCC

Oligo204 CGATAAAAACCAAAATAACACCCTGAACAAAGTTTTTAACCC

Oligo205 CTGACTATTATAGTCAGAATCTTACCAACGCTTTTTTAACCC

0Oligo206 TAGAGCTTAATTGCTGAAGCAAGCCGTTTTTATTTTTAACCC

Oligo207 GCGCGAGCTGAAAAGGCGACGACAATAAACAATTTTTAACCC
Oligo208 AGGATAAAAATTTTTAAAAAAGCCTGTTTAGTTTTTTAACCC

Oligo209 GGTCATTGCCTGAGAGAGGTTGGGTTATATAATTTTTAACCC

Oligo210 AGCTCATTTTTTAACCATGGAAACAGTACATATTTTTAACCC

Oligo211 TGCCAGTTTGAGGGGAAGTAACAGTACCTTTTTTTTTAACCC

Oligo212 TGCAAGGCGATTAAGTGAAGGAGCGGAATTATTTTTTAACCC

Oligo213 AATCATGGTCATAGCTTATCTAAAATATCTTTTTTTTAACCC

Oligo214 GGCCAACGCGCGGGGACGAACCACCAGCAGAATTTTTAACCC
Oligo215 CCCTTATAAATCAAAAGGATTATTTACATTGGTTTTTAACCC

Oligo228 ATTACGCCTGAGGGGACGACGACAGGAACAAAGGTGACTGCTTCTAC
Oligo229 GGGAAGGGAGATCGCACTCCAGCCGAGCGAGTGGGACGCTCATTTTCA
Oligo230 CGCCATTTTCTGGTGCCGGAAACCTGTAGCACAAGACCATGCTTTG
Oligo231 ACTAGCATAGCCCCAAAAACAGGAAACGCCATCCATCGTTTTCTATC
Oligo232 AACAAGAGATATTTAAATTGTAAATGTTAAATTCGGGACAAGTCTCTC
0Oligo233 CCTGTGTGTACGAGCCGGAAGCATGTTTTTCT

Oligo234 ATGGTCATACGACGTTGTAAAACGTCTTCGCTACGACGGCCCCTAAT
0ligo235 CTCGAATGGTGCCTAATGAGTGAGAGGCGG

0Oligo236 ATCCCCGGCTTGCATGCCTGCAGGCAACTGTTAGCCTGCACAGACAGC
Oligo237 TAGTACCCTTGCGTTGCGCTCACTAGCTGCAT

Oligo238 CCGTATAGATAGCGAGGCAAGTAGGCAAAGACTACATGTATCTCGA
Oligo239 AATCACCAAAAAACATTATGACCCAGCTAAAT

Oligo240 AGGCCGGAGTTCTAGCTGATAAATATCGTAAAGAGAGTGACAGATGT
Oligo241 TCAAAAGGAGAAGCCTTTATTTCAAAATTA

Oligo242 ATGTGTAGTAGCTATTTTTGAGAGCTGGAGCAACCTGGCCTGCGTATC
0Oligo243 ACACAACAAAATTGTTTCCACATACGACAAAC

Oligo244 CCAGGGTGAAAGTGTAAAGCCTGGTCGTAATCCTGCTTCCCTACGCT
Oligo245 TTTGCGTATTGGGCGGTTGCAGCAAGCGGTGTTGAGTGTTGTTCC
Oligo246 GCGCGGGGAGCTAACTCACATTAAGTATAAGGCAAATTCAGATGACTC
Oligo247 TAATGAATCGGCCAACCAGCAGGCGAAAATCCCCTTATAAATCAAAAG
Oligo248 TCGTGCCGCCCGCTTTCCAGTCGCTAGCGAGTGCAGAAAGGCTGTC
Oligo249 CGGTTGTAGAAACCTGCAAATGGTCAATAACCGAAGGCACATACATTT
Oligo250 GAGCATAATGTAATACTTTTGCGGGGTGAGAAGCCGCCCAACTGAGG
Oligo251 AGCAATAAAGCCTCACATTTGGGGCGCGAGATTAAACGGGTAAAA
Oligo252 AGAATTAGCAACGCAAGGATAAAACCTGAGTAGGTGCATAAACGCAAC
Oligo253 CATACAGGCAAGGCAAAATTCTACTAATAGTAAGGACTAAAGACTTTT
Oligo254 CTGATTGCCCTTCACCCCACTATTAAAGAACG

Oligo255 TAACGCCATATCATAACCCTCGTTAAAACGAGAGGTCTGGACGCTACA



Oligo256 AACTAATGCAGATACACTCCAACTTATGTGTACGGCGGATTGACCGTA
Oligo257 AGGAATAAAACCAAAATAGCGAGAATCCCCTCGATGTTAGTTCGTC
Oligo258 TCATCAGTTGAGATTTAAGAGTTGTGGACTAGAACAACCCGTCGGATT
Oligo259 TTACAGGTAAGTTTTGCCAGAGGGCCAATACTGGATACTCTTGGTTC
Oligo260 AACGGAACAACATTACCCGCTTGATATGAACAGCTTTCATCAACA
Oligo261 GTTAATAATGAATAAGGCTTGCCCACAAAGCTCCATGGGCGTCCCTAC
0Oligo262 GGGAAGAAAAATCTACACCTGTGCGGAGCAAGCAAAAATAATTCGCGT
0Oligo263 ACCAGTCAACGAGTAGTAAATTGAACCGGATAGTGGTGATGGCAGA
Oligo264 AGAACTGGCTCATTATTCCCAGGACCACGATTCAGCTCATTTTTTAAC
0Oligo265 AATGACCATATAGTCAGAAGCAAAATGGCTTAAAGCCTGGGTTAAAAA
Oligo266 CAGTTCAGTACCAGACGACGATAACCACATTC

Oligo267 CTCAAATAGATTAAGAGGAAGCTGCTCCTTTCAATTCTGTAGCACG
Oligo268 TATTCATTGAGGCTTTTGCAAAAGAGAAAGAT

Oligo269 GCGGAATCATCGCGTTTTAATTCGCCAACAGGGGCGGATGATTAGTG
Oligo270 ATAGCGTGGTAATAGTAAAATGAACGAACT

Oligo271 GCTCATTCCAGACGGTCAATCATACTTAGCCGTTGATTATGGAATCGA
Oligo272 TCAACGTATGACGAGAAACACCAGAGGACGTT

Oligo273 TATTCATCAACTTTGAAAGAGGTGTGTCGAGCTACGTCAATGAACC
Oligo274 CTTGACAAGGGCTTGAGATGGTTTCGATTTTA

Oligo275 GAGCTTAATTAAATATGCAACTAAACAAGAGTGCCTGGCCCTGAGAGA
Oligo276 TTGATAAGTTTCATTCCATATAGAGATAGGCCACGCTGGTTTGCCC
Oligo277 TCAGGATTTCTGCGAACGAGTAGAGCAAAATCTGTTTGATGGTGGTT
Oligo278 GAACGAGGACCTAAAACGAAAGAGGCCACTACTGTTTAGCTATATTTT
Oligo279 AATCCGCAAACACTCATCTTTGAAGTTTCCCTGAAAAGGTGGCATC
Oligo312 ATGGGATACGTGCATCTGCCAGTTAGCTGGCG

Oligo313 CTCCGTGGTATCGGCCTCAGGACGATCGGT

Oligo315 CTGGCCTTGGTTGATAATCAGAAAGTCAATCA

Oligo316 CAATAGGAGATTGTATAAGCAAAATCGATG

Oligo317 AAAGGGGGCAGGGTTTTCCCAGTCAGCTGTTT

Oligo318_T1' CAATACCCCTACGGTCACTTCItttttGCGGGCCACGGCCAGTGCCAAGGTACCGAG
Oligo319 AGGCTGCGTCGACTCTAGACCTTTCGCATGGC

0ligo320_T1_Cy3 /5Cy3/CAATACCCCTACGGTCACTTCItttttTATGTACCAATATGATATTCAACCGACAGTCA
Oligo321 AACGGTATAATGCCGGAGAGGGGTAAAGAT

Oligo324 GGAAGCAGTTTTTAACCCAGGCTTGTTTGTCGTATGTGGAACGGCCT
Oligo325 CATCCGCCGAGTCATCTGAATTTGCGTGCTACAGAATTGAAGCGTAG
Oligo326 TGGGCGGCTCGATTCCATAATCAAGACAGCCTTTCTGCACCACTAAT
Oligo327 TACTCAAAGTTGCGTTTATGCACCGGTTCATTGACGTAGCCCTCAGT
Oligo328 GCCGTCGTTGTAGCGTCCAGACCTCCAACCGGTATAGGAAAGTTAAT
Oligo329 GAGTATCCGCTGTCTGTGCAGGCTGACGAACTAACATCGAATTAGGG
Oligo330 TCACTCTCGTAGGGACGCCCATGGTCGAGATACATGTAGTGAACCAA
Oligo331 AGCATAGAGATACGCAGGCCAGGTTCTGCCATCACCACTAACATCTG
0Oligo332 CAGTCACCTACACATAAGTTGGAGACACCTAGGGAGCACGGCCATAC
Oligo333 CAAGCGGGTGAAAATGAGCGTCCCCTAGTCCACAACTCTTGTAGAAG
Oligo334 AACGATGGCTTGCTCCGCACAGGTCAAAGCATGGTCTTGTTTCATAT
Oligo335 AGGTCAGGGAGAGACTTGTCCCGAAATCGTGGTCCTGGGAGATAGAA
Oligo348 TTTTGCGGGCGGATTGCATCAAAAGCTTTAAATTTTGTGATGAA
Oligo349 CCTTTAATCCGAAAGACTTCAAATGTCATAAATTTTGAATGGAT
Oligo350 GCAAACTAGCTTCAAAGCGAACTAGACTGGTTTTGGGTTAAA

Oligo351 CCATGTTAAGGGAACCGAACTGACTACCCAAATTTTTGGAAGAT
Oligo352 TGATAAATACAGATGAACGGTGTAAGAGTAATTTTTAGTGAGTA
Oligo353 AGTTTGGAAGTACGGTGTCTGGAAGAGGTCATTTTTGGTATGAA
Oligo354 AATAGCCCACAGTTGATTCCCAATAGAGAGTATTTTGATTGGAA
Oligo355 GAAATCGTTTAGTTTGACCATTGACCGGAATTTTAGTAGTGA

Oligo356 TACGTAATGCAAAAGAATACACTAGACCTGCTTTTTGTGTAGAA
Oligo357 TCATGAGGACCCCCAGCGATTATATCATCGCCTTTTATGGGTAA
Oligo360 TTTTGCGGGCGGATTGCATCAAAAGCTTTAAA

Oligo361 CCTTTAATCCGAAAGACTTCAAATGTCATAAA

Oligo362 GCAAACTAGCTTCAAAGCGAACTAGACTGG

Oligo363 CCATGTTAAGGGAACCGAACTGACTACCCAAA

Oligo364 TGATAAATACAGATGAACGGTGTAAGAGTAAT

Oligo365 AGTTTGGAAGTACGGTGTCTGGAAGAGGTCATttttt/3bio/



0Oligo366 AATAGCCCACAGTTGATTCCCAATAGAGAGTAILtttt/3bio/

Oligo367 GAAATCGTTTAGTTTGACCATTGACCGGAALtttt/3bio/
Oligo368 | TACGTAATGCAAAAGAATACACTAGACCTGCTHtttt/3bio/
Oligo369 | TCATGAGGACCCCCAGCGATTATATCATCGCCcttttt/3bio/
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