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Part I
Binding DNA and Changing its Shape



Chapter 1

Introduction to Biophysics of DNA—Protein
Interactions: From Single Molecules

to Biological Systems

Mark C. Williams and L. James Maher, 111

The field of biophysics grows as new methods are applied to increasingly complex
biological problems. For example, the field of single molecule biophysics has made
new contributions to many areas of biology, from molecular to cellular levels.
These insights enhance our quantitative understanding of biology. Recent studies
that combine in vitro bulk biochemical methods, single molecule experiments, and
in vivo approaches to molecular interactions have advanced many areas of biology.
Particularly relevant illustrative examples are provided by the field of DNA—protein
interactions. This book focus on some of these examples, involving application of
in vitro bulk solution methods to probe interactions at the molecular level, single
molecule methods, and in vivo measurements in the same systems. The book
presents an overview of modern quantitative methods used for studying DNA—
protein interactions, and displays the various levels of complexity involved in
studying these interactions in biological systems. These chapters should therefore
be of interest to all workers in the field of DNA—protein interactions.

Section 1 covers DNA-protein interactions that involve only one or two
proteins, illustrating approaches to deduce mechanistic insights into the biophysical
principles at play in these “simple” interactions. One important question concerns
the mechanism by which binding proteins search for and identify specific binding
sites. This mechanism is important for many proteins that recognize specific
sequences and bind to them to regulate cellular processes. The most commonly
studied example is that of a transcription factor, which recognizes specific sequences
that regulate transcription of a gene. It is now appreciated that many DNA-binding
proteins reach their specific sites on DNA using mechanisms more complex than
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4 M.C. Williams and L.J. Mabher, III

three-dimensional random diffusion from solution. Alternative mechanisms involve
a reduction of the volume to be searched. This volume reduction likely comes from
a sequence-nonspecific DNA-binding mode allowing diffusion in one dimension
along the DNA. Thus, Wang and Austin in Chap. 2 describe experiments to measure
how the model Lac repressor protein searches in one dimension to find a specific
binding site. In their study, they directly image a fluorescent Lac repressor molecule
as it searches a single DNA molecule, remaining close to the DNA for long periods
of time. They also address the question of how the protein molecule slides along the
DNA - Does the protein remain in DNA contact and truly slide, or does it exhibit
small micro-hops in order to sample DNA-binding states? While this question has
not yet been conclusively answered, it may be possible to test predictions of different
hypothetical mechanisms using further developments in fluorescence imaging
methodology or other single molecule methods.

The mechanism of DNA sliding is further addressed in Chap. 3 by Barsky et al.,
which discusses how it is physically possible to slide along DNA and what
biophysical aspects of DNA—protein interactions may affect sliding rates. This
chapter also provides a concise overview of different systems in which DNA sliding
may be important. These systems extend well beyond the canonical transcription
factor search problem. For example, the processivity clamp is a critical component
of the DNA replication fork, and this protein encircles DNA and must slide at high
rates within the replication complex.

Beyond DNA sliding mechanisms, Chap. 4 by Metzler et al. discusses the advan-
tages of sliding compared to searching the fluid volume. While it is clear that some
enhancement of the DNA search rate is obtained by searching only the DNA itself, the
one-dimensional search process proceeds slowly, as diffusion along DNA is slower
than diffusion in solution. Measuring one-dimensional diffusion in single molecule
experiments typically involves stretched DNA. However, it is clear that DNA in solu-
tion and in vivo is always compacted by naturally entropic elasticity and packaging
proteins. How does DNA compaction affect the DNA search time? It has been shown
that the theoretical optimum search time must involve both one-dimensional diffusion
along DNA as well as some diffusion in solution. This chapter further describes single
molecule experiments that directly demonstrate compaction effects by measuring
protein search times while the DNA tension is varied in an optical tweezers instrument.
When the DNA is under less tension, proteins hop quickly from one part of the
molecule to another, either through solution or by direct transfer from one DNA
segment to another part. To measure diffusion, the authors determine the time required
for restriction endonuclease cleavage of the target DNA molecule. The authors dem-
onstrate that the rate of restriction endonuclease digestion is increased on more com-
pact DNA molecules under little tension than when DNA is stretched. This suggests
that the localization of a specific sequence by a restriction endonuclease occurs
through a combination of sliding along DNA and other diffusion mechanisms.

Once a protein arrives at a specific DNA site, recognition of that site is a complex
problem that is not yet well understood from a biophysical standpoint. In Chap. 5,
Ghosh et al. describe exemplary X-ray crystallography experiments that probe in
detail how members of the dimeric NF-kB transcription factor family recognize
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related DNA-binding site sequences. These authors have compared structures in
atomic detail for an extensive array of different complexes. This provides a nearly
unique depth of understanding for the NF-«xB family of proteins. Emphasized by this
work is the fact that the binding site sequence, in itself, may be insufficient to guide
homing to unique sites. Additional specification is likely provided by cooperative
contacts with additional bound proteins. The authors touch on the interesting obser-
vation that transcription factors such as NF-xB can recognize folded RNA molecules
with sequence and structure specificity.

It is increasingly understood that DNA site recognition may involve mutual
structural reorganization by the protein and DNA partner. This reorganization can
dramatically alter the dynamic structure and trajectory of DNA. Two chapters are
devoted to these issues. In Chap. 6, Ansari and Kuznetsov describe extremely fast
kinetic experiments measuring the dynamics of sequence-specific DNA-bending
proteins during their interaction with DNA. At issue is the mechanistic question of
whether site binding and DNA bending are concerted or separable events. Laser-
induced temperature jump relaxation kinetics with fluorescence resonance energy
transfer detection has been applied to this fascinating problem.

While the mechanism by which sequence-specific binding proteins locate and
recognize their DNA sites is well studied and of great interest, many proteins that
bind DNA do not recognize specific double-stranded DNA (dsDNA) sequences. For
example, a class of DNA-bending proteins known as high mobility group type B
(HMGB) proteins bind dsDNA at any sequence and bend the DNA at that location.
The biophysics of the bending process is of particular interest because protein binding
changes the character of DNA, endowing DNA with a collection of rapidly intercon-
verting new shapes. In effect, the DNA appears to be more flexible in the presence of
HMGB proteins. In Chap. 7, Maher reviews the biophysics of HMGB proteins,
including in vivo data from bacterial experiments. This work indicates that so-called
architectural DNA-binding proteins (e.g., the bacterial HU protein, or HMGB pro-
teins introduced experimentally into bacteria from higher cells) play important roles
in regulating genetic switches that require strong DNA bending and looping.

Rather than recognizing a specific sequence of dsDNA, single-stranded DNA
(ssDNA)-binding proteins (SSBs) recognize DNA in its denatured form. Because
ssDNA is so different structurally from dsDNA, the ability of these proteins to distin-
guish ssDNA is not difficult to imagine. These proteins typically contain
oligonucleotide/oligosaccharide binding folds (OB-folds) that facilitate simultaneous
stacking of aromatic residues with ssDNA bases as well as cationic binding to the
ssDNA backbone. However, the proteins must locate and bind ssDNA that occurs
transiently during DNA replication or repair. For example, ssDNA is transiently
exposed by helicases and other motor proteins at the replication fork. In the case of
bacteriophage replication, the fork moves extremely rapidly, so bacteriophage SSBs
must search DNA optimally in order to facilitate rapid DNA replication. In Chap. 8
Williams and Rouzina describe the biophysical mechanisms that govern the interac-
tions of SSBs from bacteriophage T4 (T4 gene 32 protein) and T7 (T7 gene 2.5
protein), as determined through single DNA molecule stretching experiments, com-
bined with the results of other biochemical measurements. They describe how these
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SSBs search dsDNA primarily via one-dimensional diffusion along the dsDNA
molecule. Because high concentrations of these proteins are present in the infected
cell, many proteins simultaneously search dsDNA, resulting in a rapid process that
requires little contribution from solution diffusion. Thus, SSBs bind initially to
dsDNA, sliding to locate transient sites of ssDNA as DNA replication forks propagate
along the molecule. These authors also discuss the mechanism by which both T4 gene
32 protein and T7 gene 2.5 protein binding to DNA is regulated by salt-dependent
conformational changes involving their C-termini, a common protein-binding regula-
tory mechanism. The authors go on to compare traditional replication SSBs from
bacteriophages to retroviral nucleocapsid (NC) proteins, which also bind preferen-
tially to ssDNA. However, retroviral NC proteins differ significantly from SSBs in
that their overall preferential binding to ssDNA relative to dSDNA is weak, and they
therefore only weakly destabilize dsDNA. Termed “nucleic acid chaperones,” these
proteins facilitate single-stranded nucleic acid folding and secondary structure rear-
rangement during the retroviral replication process. Single molecule studies are ideal
for examining the mechanism by which these proteins facilitate nucleic acid melting
and reannealing. The described experiments illustrate the capability of single mole-
cule force spectroscopy to measure DNA binding thermodynamics and kinetics,
which quantitatively elucidate the biophysics of DNA—protein interactions.

Thus, the first 8 chapters describe biophysical mechanisms by which individual
proteins interact with DNA in simplified experimental system. Increasingly relevant
(but less tractable) systems attempt to mimic multi-component complexes as found
in living cells. Studies of single proteins interacting with DNA reveal the mecha-
nisms of individual proteins, but it is desirable to understand these results in the
context of more complex biological systems. The second half of the book describes
examples of these complex protein—DNA interactions in the context of important
biophysical processes.

Chapter 9 by Finzi et al. reports a detailed biophysical analysis of the molecular
mechanism of the bacteriophage lambda epigenetic switch, which regulates the
choice between the quiescent lysogenic state and the violently reproductive lytic
state in the host cell. This switch mechanism is a model for other more complex
regulatory processes. It involves the interaction of multiple protein clusters posi-
tioned at a distance along DNA. Using single molecule tethered particle methods,
Finzi et al. characterize the functional interactions between a single DNA molecule
and the lambda repressor protein (CI). The authors characterize the evidence for
protein—protein interactions tethered by a long segment of looped viral DNA.
Estimation of kinetic parameters permits characterization of some of the biophysi-
cal features of this complex system.

In Chap. 10, Liu and Morrical describe some of the complex DNA—protein
interactions involved in bacteriophage T4 recombination processes. During late
stages of bacteriophage infection, replication occurs rapidly through recombination,
allowing replication of several phage genomes to occur in parallel. This
recombination-dependent replication involves multiple protein—-DNA and
protein—protein interactions, including both DNA-binding proteins, such as T4
UvsY and T4 gene 32 protein, as well as DNA motors such as the helicase UvsX.
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These proteins work together to convert SSB-coated homologous ssDNA strands
into a presynaptic filament competent for the recombination events that are required
for additional replication forks to be created. The chapter describes how character-
istics of the DNA—protein interactions, such as preferentially binding to wrapped
or stretched ssDNA or dsDNA, facilitate transitions during the recombination-
dependent replication process.

While recombination-dependent replication in bacteriophage T4 involves the
reorganization of several DNA—protein interactions, the Escherichia coli replication
fork presents a dauntingly complex system of interactions between proteins and
DNA. Bacterial DNA replication is much more complex and regulated than bacte-
riophage replication, and the required proteins are in constant exchange as replica-
tion proceeds. In Chap. 11, Ollivierre et al. describe interactions between several of
the E. coli replication proteins that form the holoenzyme, the core protein complex
that replicates the bacterial genome. This chapter describes examples of the molec-
ular details of protein—protein and protein—DNA interactions involved in replica-
tion. The focus is placed on the replication of damaged DNA. Here regulated DNA
polymerase switching is observed. In this process, specialized DNA polymerases
are substituted for the replicative polymerase in order to copy across the damaged
DNA template and allow replication to continue past a lesion. The authors briefly
describe much more complex DNA replication processes in eukaryotic cells. The
results illustrate how a wide array of biochemical and biophysical methods, as well
as complementary in vivo measurements, are needed to shed light on the extremely
complex biological mechanisms required for DNA replication in living systems.

The concept of DNA damage recognition and repair in eukaryotes is again
emphasized by Adams et al. in Chap. 12. The authors discuss their pioneering work
on the entirely sequence-nonspecific repair protein O°-alkylguanine-DNA-
alkyltransferase (AGT). This protein reverses DNA damage through an irreversible
transfer of the DNA alkyl lesion to a protein side chain. Using clever biophysical
methods including protein—protein cross-linking and analysis of changes in DNA
topology, the authors build a compelling model for a highly cooperative protein—
DNA filament. As with all good models, the work raises many new questions about
the mechanism by which this sequence-nonspecific protein functions.

In eukaryotic cells, processes such as replication and transcription, replete with
protein—protein and protein—-DNA interactions as discussed above, must also occur
in the context of highly packaged genomic DNA. Eukaryotic DNA is packaged into
chromatin, a highly organized structure with multiple levels of compaction. The
exact structure of biological chromatin is not known in detail, but many aspects are
beginning to be understood. It is known, for example, that the first level of DNA
compaction involves histone octamers around which DNA is tightly wrapped. The
forces required to disrupt nucleosome structures have been quantified, and mono-
meric nucleosome core particles are thermodynamically stable in vitro. Higher
order chromatin structure is not very well understood, and in vivo chromatin
dynamics remain mysterious. In Chap. 13, Leuba and Steinman introduce single
molecule experiments on artificial chromatin structures, which may shed light on
their dynamics.
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Finally, Zhou et al. describe in Chap. 14 the application of low-resolution but
extremely powerful genome-wide methods to explore the overall organization
of eukaryotic DNA within the nuclei of cells. Practitioners of the Chromatin
Conformation Capture (3C) method, these authors summarize how this approach,
and its new relatives, can be applied to determine which sequences are held close
together in three-dimensions within the nuclear compartment. These methods
provide semi-quantitative measurements, ultimately promising a series of distance
constraints that might do for cell biology what the Nuclear Overhauser Effect has
done for nuclear magnetic resonance spectroscopy. The present chapter surveys the
concept of long-range DNA regulatory loops, reviews classic examples, identifies
key implicated proteins, and offers a look at where the future may lead in solving
this ultimate problem in protein—-DNA biophysics.



Chapter 2

Single-Molecule Imaging of Lacl Diffusing
Along Nonspecific DNA

Y.M. Wang and R.H. Austin

2.1 Introduction

Transcription factors, restriction enzymes, and RNA polymerases are proteins that
function by binding to their specific target sites on DNA [1, 2]. The DNA targets for
these proteins are typically a few tens of base pairs long, while the chromosomes
contain over a million base pairs of DNA (E. coli, for example, has 4.6 million base
pairs); therefore, before reaching their targets, it is inevitable that DNA-binding
proteins encounter nonspecific DNA first. In this process, protein—nonspecific-DNA
binding does occur (although with weaker affinity than DNA target binding [3]) and
this interaction affects the specific-DNA targeting rate of the protein. In order to regu-
late the targeting rate of DNA-binding proteins, which is an important step for gene
expression regulations, the mechanisms of protein interaction with nonspecific DNA
must be elucidated.

The notion that nonspecific DNA influences the targeting rate of DNA-binding
proteins gained renewed credence when faster-than-diffusion target binding of Lacl
(Lactose repressor protein) was observed in 1970. Lacl binds to its lactose operator
target (lacO) 100 times faster than allowed by the 3D diffusion limit [4]. This
faster-than-diffusion binding was explained by the facilitated-diffusion model, in
which a DNA-binding protein interacts with nonspecific DNA before reaching its
target [5-18].

A facilitated-diffusion process is composed of three main types of protein’s
motion around DNA: sliding, where the protein translocates (or slides) along non-
specific DNA base pairs without loosing contact (Fig. 2.1, green arrows); hopping,
where the protein dissociates from DNA briefly, performing free 3D diffusion, and
lands back on DNA at a location that is shorter than the DNA’s persistence length
away from the dissociation site (Fig. 2.1, black arrows); and jumping, where the
protein’s DNA landing location is not correlated to the dissociation site [15].

Y.M. Wang (D<)
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Alternating sliding and hopping diffusions along DNA

—_— 3D diffusion with mean hopping time t,__
— 1D diffusion with mean dissociation time ¢,

Fig. 2.1 Sliding and hopping diffusions of a protein (green) on an elongated DNA molecule
(orange). Typical experimentally observed seconds-long protein trajectories on DNA should have
many sliding and hopping alternations convolved. The mean 1D sliding time (or nonspecific DNA
dissociation time) and 3D hopping time are 7, and 7, , respectively

hop’

Figure 2.1 shows that for the typical elongated DNA geometry used in single-
molecule fluorescence imaging experiments, a protein performs a series of alternat-
ing sliding and hoping motions along DNA. In a cell, the targeting process can be
further complicated by road blocks of other bound proteins on DNA and different
configurations of the chromosomal DNA due to confinement [19-21]. In this
chapter, we focus on sliding and hopping diffusions of proteins on DNA since most
single-molecule fluorescence imaging experiments use low concentrations of
elongated DNA molecules for which jumping and in vivo effects are absent.

In order to calculate the effects of facilitated diffusion on the targeting rate of
proteins, all three components of the facilitated-diffusion process as well as the
switching kinetics among the different components should be quantified. Hopping
and jumping motions are 3D Brownian motions of proteins in water, and the
dynamics of 3D Brownian motions are relatively well understood, in contrast to
sliding. For the sliding motion, two major issues await investigation due to limita-
tions of current single-particle-tracking techniques: (1) The translocation (or slid-
ing) mechanism of a protein on DNA sequences is not fully understood. There are
two main translocation models: one is the DNA-sequence-independent model,
where proteins are insensitive to DNA sequences and perform Brownian diffusion
on DNA; the other is the DNA-sequence-dependent model, where the sliding diffu-
sion characteristics are time dependent — anomalous subdiffusion in short millisec-
ond timescales and Brownian diffusion in long second timescales [22]. (2) The
mean sliding time and hopping time, or the protein-nonspecific-DNA dissociation
rate constant (or nonspecific-DNA dissociation time, or sliding time) z, and 3D
hopping time 7, . respectively, are not precisely known. Uncertainties in these
parameters will decrease the accuracy of protein targeting rate calculations.

This chapter emphasizes studies of the sliding component of facilitated diffusion
(and along with it the sliding—hopping alternation kinetics) using single-molecule
fluorescence imaging methods. Lacl is used as a model protein, and DNA molecules
are elongated along fused-silica surfaces. The elongated DNA configuration offers
a simple platform for revealing the dynamics of protein translocation on DNA base
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pairs during sliding, which is essential for understanding facilitated diffusion for
any DNA configurations in cells. Why use the single molecule method? Conventional
bulk measurements have been very powerful in validating and characterizing facili-
tated diffusion [4, 8, 10, 13, 16, 18, 23-25]; however, in order to characterize the
sliding mechanisms of proteins on DNA, the motion of proteins on DNA has to be
tracked. Thus, single-molecule imaging is an ideal candidate for these studies.
This chapter is divided into three parts: First, we present our initial study of Lacl
diffusion on nonspecific DNA in the timescale of seconds performed in 2006. Prior
to this study, two articles had reported on the direct imaging of proteins diffusion
on DNA. One was by Nobuo Shimamoto [12] and the other was by Yoshie Harada
et al. [26]. In the first article, it is not clear whether the proteins interact with a
single DNA molecule, or an array of DNA molecules; and in the second article the
diffusion characteristics are not analyzed. Our study addresses both issues. Next,
we discuss the limitations of current instrumentation and the single-molecule point
spread function (PSF) centroid tracking method for technically demanding studies
of molecule sliding, which require millisecond temporal resolution and nanometer
spatial resolution. We introduce our new single-molecule image deconvolution
(SMID) method, which meets these technical demands and we present the results
of our preliminary application of SMID to Lacl sliding studies. Using the SMID
method, sliding and sliding—hopping alternation characteristics can be extracted
from single protein-diffusing-on-DNA images in millisecond and sub-millisecond
exposure times; and thus the SMID method increases the temporal resolution of
single-particle tracking by at least 100-fold from = 300 ms to milliseconds and
sub-milliseconds (Sect. 2.4.1). Lastly, we outline additional studies necessary for
single-molecule investigations of protein sliding on DNA using SMID.

2.2 Early Lacl Diffusion Experiments
in the Timescale of Seconds

2.2.1 Facilitated Target Association Rate
Calculation Assuming Brownian Sliding

In this section, we discuss our single-molecule imaging studies of one-dimensional
diffusion of Lacl repressor proteins along elongated DNA in the timescale of sec-
onds. Our analysis of the Lacl transcription factors’ diffusion yielded four main
results: (1) Lacl diffuses along nonspecific DNA in the form of 1D Brownian
motion, (2) the observed 1D diffusion coefficients D, vary over an unexpectedly
large range, from 2. 3 x10~ 2cm?s to 1. 3 x10-? cm?s, (3) the lengths of DNA
covered by these 1D diffusions vary from 120 nm to 2920 nm, and (4) assuming
that the Lacl sliding is Brownian for all timescales, the mean values of D, and the
diffusional lengths indeed predict a Lacl target binding rate 90 times faster than the
3D diffusion limit.
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The expected association rate k_,, by which DNA-binding proteins find their
specific target sequences on double-stranded DNA in a random 3D search is
4nD,l , per unit protein concentration, where [ is the effective DNA target length,
and D =k,T /3mna=9x10" cm?¥s is the 3D dlffusmn coefficient of the protein
in solutlon [4 15, 27], where k, is the Boltzmann constant, T is the temperature, 1]
is the viscosity of the solvent, and a = 5 nm is the typical diameter of the protein.
With [, =~ 3 bp (or 1 nm), the protein-DNA association rate k ., should be
108/M/s The original in vitro study on Lacl-lacO binding by Riggs et al. was with
45.5 kbp DNA of 15.5 um in length, and the lacO association rate ka(m) as
measured to be 10'/M/s, 100 times higher than the diffusion limit of k ,, ~
10%/M/s [4] (the 10'%/M/s binding rate was also reported in [13, 15, 28]).

It has been proposed that such high rates can be achieved if the protein under-
goes a facilitated-diffusion process in which the protein performs a combination of
1D diffusion along the DNA and 3D diffusion in solution. In this model, the key to
faster targeting lies with the nonspecific DNA sequences that flank the target site.
By 3D diffusion, a protein most likely will run into a segment of nonspecific DNA
first. After nonspecific binding, the protein will diffuse along the DNA for a certain
time and eventually dissociate. By doing so, the effective concentration of protein
near the DNA increases, and thus the targeting rate should change. This facilitated-
diffusion modified protein-target association rate k, per protein concentration has
been derived by Halford and Marko [15]:

-1 -1
1 L lw
k, = € =k, |- 31&, Llc| , 2.1)
Dl D, a0, e

where D, is the 1D diffusion coefficient of the nonspecifically bound protein
along the DNA, L is the total length of the DNA molecule, / g is the maximum
DNA contour distance x, - x, . covered by the protein before dissociation, c is

-1
l D

the concentration of the target, and ( - +_3158qu ,c| is the acceleration factor
d 1

to ka, = D3lw. In order to evaluate the facilitated diffusion model directly, it is
necessary to know D, and [, which can only be obtained by imaging protein-
DNA binding dynamics using single-molecule measurements. In fact, if these
values do not fall within a certain range, “facilitated” diffusion can actually slow
the search times.

Note that in this facilitated-targeting rate calculation (and other numerous calcu-
lations), sliding was assumed to be the DNA sequence-insensitive Brownian diffu-
sion for all timescales [15, 21, 29, 30]. In the Brownian sliding model, the 1D mean
square displacement of proteins on DNA is (Ax”) =2D,t, where D, is the 1D slid-
ing diffusion coefficient and 7 is the observation time. Should protein translocation
follow a different model from Brownian motion (i.e., if D, is time dependent as
D (1), or if the time dependence (Ax*) of differ from the power of one), the protein
search speed through DNA sequences will change. As a consequence, the effect of
facilitated diffusion on the protein’s target association rate will vary.
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2.2.2 Experiments

We used a Lacl fusion-protein consisting of a green fluorescent protein (GFP)-GFP13
(S65T):lacl-112 fusion (GFP-Lacl), and stained the DNA with the dimeric cyanine
dye BOBO-3. DNA constructs of Lambda Zap vector with 256 tandem copies of
lacO (lacO,) were used. LacO,,-DNA was 42.06 kbp long with a contour
length of 14.3 um, and the 9.22 kbp lacO,;, insertion started at 24.02 kbp. The
nonspecific sequences of the DNA construct are identical to that of A DNA. The
synthesis methods for the fusion protein and the lacO,,-DNA, and the sample
preparation method are described in [31]. There were lacO,,-DNA dimers as well
as monomers in the solution; the dimers were formed by the sticky-end-hybridization
of two lacO,-DNA monomers (Fig. 2.2a). After the Lacl-DNA and BOBO-3
incubation, the GFP-Lacl concentration was 50 nM and the lacO,,-DNA concen-
tration was 11 pM (0. 3ug/ml). The DNA intercalating cyanine dyes are known to
stretch DNA by 30% in length at 1 dye/5 bp [32], so at our concentration of 1
dye/10 bp, the DNA molecules were stretched by 15% to 16 um. Since BOBO-3

produced no obvious effect on the DNA-configuration-dependent Lacl-DNA
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Fig. 2.2 (a) Schematics of a GFP-Lacl (green) bound lacO,,.-DNA monomer and dimer (red).
(b) Elongation of the DNA. (c¢) Frame-averaged superposed image of GFP-Lacl bound to an
elongated lacO,,-DNA dimer. The scale bar is 1 pm. (d) A GFP-Lacl monomer of frequent blink-
ing and unitary bleaching. (e) A GFP-Lacl monomer that blinked, recovered the first bleaching
in 3 s, and finally irreversibly bleached. (f) The GFP-Lacl dots for the first 12 frames of (e),
showing blinking at frames 2 and 7, and bleaching at frame 10. (g) A GFP-Lacl dimer with two
bleaching events
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specific binding [31], we expect that its effect on the Lacl DNA-specific binding
(which is less DNA-configuration dependent) will be negligible [33]. A catalytic
oxygen scavenging solution was used to maximize dye lifetimes [31]. 1 ul of the
DNA+Lacl solution and 4 ul of the oxygen scavenging solution were deposited
onto a fused-silica chip.

A glass cover slip was used to flatten the solvent, and the edges of the cover slip
were then sealed with nail polish. As the cover slip flattened the droplet, hydrody-
namic flow elongated the DNA dimers, and the two Lacl-lacO,,, sites stuck to the
surface, creating an anchored elongated DNA molecule (Figs. 2.2b, ¢, and 2.3c)
stretched up to 90% of its native contour length. The tension on DNA was a few
pico-Newtons [34]. DNA was not observed to stick to fused-silica surfaces at our
pH of 8.0 and BSA concentrations, and the elongated DNA molecules were effec-
tively suspended from the surface, as evidenced by the DNA’s transverse motion of
+ 50 nm (data not shown). Thus, unbound GFP-Lacl molecules interacted only
with free unattached and nonspecific DNA. Note that the sticking of GFP-Lacl to
fused-silica surfaces occurred only at the deposition step as the air—water interface
moved over the chip surface. After the cover slip was sealed, the free GFP-Lacl
molecules (=2 nM) diffused in the solution freely and did not stick to the surface,
as evidenced by observation of the freely diffusing GFP-Lacl near the surface (data
not shown).

The single-molecule experiments were performed using a prism-type Total
Internal Reflection Fluorescence Microscopy (TIRFM) method (Fig. 2.3a and b).
The laser excitation was synchronized to the 3.4 Hz data acquisition rate of the
I-CCD camera. The emitted photons from BOBO-3 and GFP were collected
using a 100X TIRF oil-immersion objective (N.A. = 1.45), went through a
custom-designed dichroic mirror and emission filter set (Chroma Technology
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Fig. 2.3 Schematics of our experimental setup. (a) Light goes from air into a prism. At the prism—water
interface, TIRF occurs at an inclination above the critical angle. (b) The decay of the evanescent
light intensity /(z) in z direction. The penetration depth d is ~ 250 nm. (¢) Schematic of our
protein—-DNA interaction system. A single DNA molecule (orange) is elongated along the fused-
silica surface (grey) for TIRF imaging (blue light), and the 3D diffusing Lacl molecules (green)
run into the DNA molecule and bind to it. (d) Schematics of our imaging system. DNA and proteins
are excited by yellow and blue laser light, respectively, and the emission photons go through an
100X objective and are collected by a single-photon sensitive CCD camera
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Corp, Rockingham, VT), and were recorded by an [-CCD camera (I-PentaMAX:HQ
Gen III, Princeton Instruments, Trenton, NJ; Fig. 2.3d). The PSF width of the
diffraction-limited optical system was measured to be 280 nm, and the imaging
pixel size was 117 nm. The pixel count of the camera was converted to a photon
count using known conversion factors [31]. The mean 488 nm illumination
intensity over the illumination areas of 30 um x 50 um was 1000 W/cm?. The
centroid location of a GFP-Lacl dot was determined by fitting its 1D fluorescence
intensity profile to a Gaussian. The number of detected photons per PSF per
frame (between 50 and 300 photons) limited the position measurement accuracy
to be between 10 and 50 nm [35].

Knowledge of the fluorescence characteristics of single free GFP-Lacl mono-
mers and dimers attached to fused-silica surfaces is essential in determining the
single-molecule nature of a bound protein. GFP-Lacl monomers blink frequently
(short fluorescence dips to near instrumental noise level), and bleach with no recov-
ery (Fig. 2.2d). At our excitation intensity of 1000 W/cm?, mean exposure time of
10 ms, and synchronized imaging frequency of 3.4 Hz, the mean net observation
time of each GFP-Lacl molecule was 5 s before it bleached (giving a total laser
exposure time of 0.15 s). The mean number of photons emitted by the bound GFP-
Lacl molecules before bleaching was ~ 4 x10* photons. This 5 s observation time
gave the instrumental limit to the maximum mean distance we observed GFP-Lacl
motion on DNA in this experiment.

2.2.3 Results and Analysis

An image sequence of a single GFP-Lacl molecule diffusing along DNA is shown
in Fig. 2.4b. This is 1 out of 70 walks that were observed and chosen for its large
net displacement. Figure 2.4a shows the frame-averaged superposed image of the
anchored DNA and the diffusing GFP-Lacl on DNA. Time-lapse images of the dif-
fusing protein show clear relative displacements (Fig. 2.4b), with one immobile
anchoring site used as a reference point. We know that we were observing a single
GFP-Lacl dimer from the fluorescence time trace in Fig. 2.4d, which clearly shows
two bleaching steps. Both GFP-Lacl monomers (80%) and dimers (20%) have been
observed to diffuse on DNA. As is evident in Fig. 2.4d, fluorescence time traces of
bound GFP-Lacl molecules were identical to that of single immobile GFP-Lacl
(Fig. 2.2d-g), with the same blinking rate and characteristic bleaching time of
=~ 0. 15 s (5 s net observation time). The DNA locations of the diffusing protein at
different frames are correlated and localized, thus at D, = 10* nm?/s and our protein
concentration of a few proteins/um?, the chance for two different proteins landing
consecutively on the same location of DNA is 1 in 1000. Figure 2.4d plots the
distribution of all relative displacements {D,)=of the walk. This is a Gaussian of
SD = 130 nm centered near zero, which is typical for Brownian motion with limited
data points.

Now, we discuss our analysis showing that individual protein diffusion trajecto-
ries, which consist of multiple measurements x, until the protein disassociates, are
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Fig. 2.4 (a) Frame-averaged, superposed image of a GFP-Lacl molecule diffusing along DNA.
The two large dots at the DNA ends are Lacl-lacO, sites, and the green segment on the nonspecific
DNA (arrow) is the trace of the diffusing GFP-Lacl. (b) Image series of the diffusing protein
(arrow) of selected clear relative displacements corresponding to green dots in (c), the displacement
versus ¢ curve of the diffusing protein. (d) Fluorescence time trace of the diffusing GFP-Lacl.
It is a dimer. (e) Gaussian distribution of X; —X;_, . The scale bar is 0.5 um

Brownian in nature, and we obtain 1D diffusion constant D, for these trajectories.
Qian et al. have derived an expression to tell (1) whether a single diffusion trajec-
tory is Brownian and if so (2) obtain the diffusion constant of the trajectory [36].
This method calculates the mean square displacement MSD - for all available
time intervals of a single diffusion trajectory
2 (i, —x)
MSD,, , = —==—H—— = 2D nAt +20;, (22)
N-n

where, N is the total number of positions measured, n is the measurements index
going from 1 to N, At is the time interval between two consecutive position mea-
surements, and c_is the measurement accuracy associated with each x. We can
obtain D, of a smgle diffusion trajectory from its MSD . to high precision by
welghted linear-fitting MSD, . to n, taking MSD s varlances at different n into
consideration. As n 1ncreases the number of avallable measurement points for

MSD,, ,, averaging decreases, and the variance in MSD, . increases as

6., =(2DnAt)y’(2n’ +1)/[3n(N —n+1)]. (2.3)
If a single trajectory is Brownian, then its MSD at n below a cutoff n_ will be a

linear function of 7, with n_determined by a set fractional MSD, ,, uncértainty in
Eq. 2.3. We chose n_ to be where o, y/(2D nAt) is 50%. We plot MSD x) VIsus 1
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for trajectories with N > 10, where there are at least three MSD,  values whose
fractional variances are <50% Eq. 2.3. We also used only trajectories with less than
five contiguous GFP blinks. Since 6 < 50 nm, MSD . which is the square of
the difference of two position measurements has an offset of 2500 nm* < 26 > < 5000
nm? These photon noise offsets were subtracted in the MSD,, ,, versus n curves.
Figure 2.5a plots displacement x versus time for 70 trajectories. The 15
trajectories in color are the walks for which we have obtained D, and the center
black line is a stationary GFP-Lacl stuck to the fused-silica surface (not DNA).
Figure 2.5¢ plots MSD . versus n for these 15 trajectories in linear scale and
Fig. 2.5d in log-log scale at low n values, respectively. The log—log plots are all
straight lines with the slope of 1 at low n, clearly indicating that the 1D trajecto-
ries are Brownian motions. The dashed line in Fig. 2.5d is a fit of 2 with weighted
error 3 to all n points below n_ of the topmost trajectory. The intercepts at n = 1
are 2D At for each particular walk, as can be seen by inspection of 2 (Fig. 2.5d).
Thus, while all the walks are Brownian in nature, the different intercepts at n = 1
indicate that there is a large distribution in diffusion coefficients and there is not
a unique, single value for D,. We also plotted the distributions of nondegenerate
relative displacements x;, —x,_, for the first 15 positions of all 70 trajectories for
n =1, 2, and 3 in Fig. 2.5b; the displacements are all Gaussians centered at zero
with SD increasing with n. This result further demonstrates that LacI’s diffusion
trajectories are truly Brownian in nature, regardless of the variations in individual
diffusion coefficients. Two other papers on single-molecule imaging studies of
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Fig. 2.5 (a) x versus t for 70 trajectories. (b) Nondegenerate X; —X,_, distributions.
(c) MSD(“_ ) Versus n for the 15 colored walks in linear scale and (d) in log—log scale. The
arrows in (a), (¢), and (d) denote the walk in Fig. 4. The dashed lines in (c¢) and (d) are the fit
of 2 to the top trajectory
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protein diffusion on DNA were published in the same year (2006) [37, 38], with
[38] reporting a similar large distribution in 1D diffusion coefficients for Rad51
on aligned DNA molecules, so our result here may be of some generality.

Figure 2.6a shows the distribution of the 15 D, values (corrected to DNA contour
length), which span a large range from 2. 3 x10> nm?s to 1. 3 x10°5nm?s. Figure 2.6b
shows that the different D, values are distributed randomly along the DNA, showing
a lack of correlation between the D, and the regions on the A DNA on which the
protein has diffused. Figure 2.6¢ shows the distribution of the /, in DNA contour
length. Because A DNA has large sequence variance in the nonspecific region with
+ 30% difference in local AT and CG concentrations, it is possible that the diffusion
constants are a function of local sequence. It is also possible that the large distribu-
tion in D, is caused by conformational distributions in the protein [39]. Further
experiments are needed to answer these questions.

Finally, we use our data to examine the question of the extent to which facilitated
diffusion can enhance the Lacl target binding rate. Just as there is a distribution in
the 1D diffusion coefficient D, there is also a distribution in the diffusion lengths [,
whose value is further compromised by the mean observation time to bleaching of
the GFP of 5 s. Since the final target binding is the result of many diffusion events
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Fig. 2.6 (a) D, distribution of the 15 trajectories. (b) D, versus fractional bound location on the
nonspecific segment of the LacO,,-DNA dimer. The error bars were obtained from the fit of
MSD,, ,, to n with weighted errors at each n given by 3. (c) Histogram of x, , —x, ., = [, for
the 70 trajectories. The solid line is a Gaussian fit with a mean of 500 + 220 nm (mean + SD).

Values in (a) and (c¢) have been adjusted to DNA contour length
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on nonspecific DNA, we use the mean </, > (probably a lower bound due to bleaching)
of 500 nm, and the mean diffusion coefficient of <D, >=2.1x10™"" ¢cm¥sin 1. Also
using Riggs’ concentration of 1 lacO/1670 um?*, D~ 4 x10~"cm?/s for Lacl tetramers
(a= 10 nm), and L = 15. 5 um, the accelerating factor in 1 is 93 + 20, which thus
resolves the 100-fold discrepancy between the theory and the experimental data. We
conclude from these measurements that facilitated diffusion increases the Lacl-lacO
binding rate well over the apparent diffusion limit. This result demonstrates that
facilitated diffusion in the form of 1D Brownian motion is the mechanism respon-
sible for the faster-than-diffusion binding of Lacl to lacO, and quite possibly, the
reason also for the observed faster-than-diffusion binding in other protein—-DNA
interactions.

2.2.4 Concern for the Interpretation
of the “Sliding Length” <1, > andD,

There are two concerns for the above interpretation of experimental results: (1) The
observed mean “sliding length” < [ >, which is the maximum DNA contour dis-
tance x, — x . covered by the protein before dissociation, quite likely is not the
pure sliding length defined in Eq. 2.1; rather it is the combined distance of many
sliding and hopping cycles before the permanent dissociation of proteins from
DNA. This statement stems from the estimation that LacI’s nonspecific DNA dis-
sociation rate constant is on the order of milliseconds ( ~ 0.6 ms to 5 ms, or milli-
seconds to seconds) [3, 19, 21, 30]. (2) For the same reason, D, is the “effective”
1D diffusion coefficient of the combined sliding and hopping trajectory in the tim-
escale of seconds, rather than the pure sliding diffusion coefficient.

With the three questionable parameters in Eq. 2.1 — (1) Brownian sliding (Sect.
2.2.1), (2) the sliding length (Sect. 2.2.3), and (3) the 1D diffusion coefficient D,
(Sect. 2.2.3) — the Lacl target association rate calculation due to facilitated diffu-
sion should be reevaluated. In order to correctly calculate facilitated target associa-
tion rate using Eq. 2.1, the true sliding displacement versus time relation, sliding
length, and sliding dissociation rate constant should be obtained.

2.3 New Challenge: Millisecond Timescale
Single-Molecular Tracking

To reiterate key limitations of the above Lacl diffusion experiments in the times-
cale of seconds for sliding mechanism studies of Lacl on DNA: (1) We know that
the Lacl proteins stay around DNA for the observation time of seconds; what we
do not know is whether the proteins slide for the whole time or many hopping
cycles are convolved. (2) If the protein diffusion pathway on DNA is a combina-
tion of sliding and hopping, the sliding—hopping-alternation kinetics is not known
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(i.e., the mean sliding time 7, and hopping time t,,, are not known). (3) In the sliding
motion, how the protein displacement changes with time is not known. These three
factors must be addressed for correct calculation of the target association rate of
proteins.

Faster single-molecule tracking than the current centroid tracking method in
seconds timescales appears to be the answer to the above three questions. Then,
how much faster is fast enough? For (1) and (2), millisecond tracking resolution
may be sufficient according to Sect. 2.2.4. For (3), the sliding motion characteris-
tics studies, is milliseconds tracking also sufficient? Below, we list predicted
displacement versus time characteristics of different sliding models in 107 s to 1 s
timescales.

Other than the DNA-sequence-independent Brownian sliding model, the alterna-
tive sliding models are the DNA-sequence-dependent sliding models. There are
four simple DNA-sequence-dependent models describing four different protein
translocation energy landscapes along a stretch of DNA sequences (Fig. 2.7a [-1V):
(1) The energy at each binding site n is independent of others. The translocation
energy barrier from site n to site n”=n % 1 is the difference between the protein
binding energies of the two sites, if positive and zero, if negative [22, 40]. (2) In
order to move from site 7 to site n’, the protein needs to completely dissociate from
the DNA first over a threshold level EM = Max[E(n)]. The translocation energy
barrier is EM - E(n) [22]. (3) The threshold energy Et is lower than EM, and the
translocation energy barrier is the maximum of the energy differences and zero —
Max[Et - E[n], E[n’] - E[n],0] [22, 41, 42]. (4) Two-state model in which Ef sepa-
rates the reading regime (E[n] < Ef), where the translocation is the same as in model
IIT from a sliding regime (E[n] > Ef), where the sliding motion is on a flat energy
landscape [22, 43, 44].

In contrast to the DNA-sequence-independent sliding model, where the translo-
cation mechanism yields Brownian diffusion for all timescales as (n*)=2D;t the
four DNA-sequence-dependent protein translocation mechanisms predict distinct
diffusion patterns at different timescales. Figure 2.7b shows the mean square dis-
placement versus time ({n>) versus ) log—log plots of the four sequence-dependent
diffusion models from ¢=35x10" s to 1 s. All diffusions are Brownian with the
(n*) versus 7 slope of one in the log—log plot at ~ t > 30 ms (left vertical dashed
line). At 7 < 30 ms, all models exhibit subdiffusion behavior, in which {(n*) is pro-
portional to A(f)?”, with b < 1 (b[t] being the slope of the lines at time ¢ and
log(A[t]) being the vertical offset of the line, according to the expression
log{n®y = logA[t]+b[t]logt ).

It is clear that diffusion studies of sliding below 30 ms are necessary to differen-
tiate Brownian sliding from subdiffusive sliding, provided that sliding lasts longer
than 30 ms. This 30-ms tracking resolution cannot be afforded by the current cen-
troid method, which is limited to temporal resolution of 300 ms (see Sect. 2.4.1),
let alone 1 ms sliding time. While the diffusion of proteins on DNA in the times-
cales of seconds has been reported in many recent single-molecule protein—-DNA
interaction studies [20, 37, 38, 45-48, 48-56], no millisecond timescales stud-
ies have been reported. Alternative higher temporal resolution single-molecule
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Fig. 2.7 Protein translocation models and the corresponding diffusions, adapted from [22]. In the
calculations of total bound energy between a protein and DNA bases, the hydrogen bond energy
between each base pair and the protein used is €. (a) Schematics of the four energy landscapes for
translocation of RNA-polymerase along 30 base pairs T7 DNA. Em is the minimum protein inter-
action energy and EM is the maximum interaction energy of all base pairs. The threshold level Et
(dotted line) is set to EM for model II and to an intermediate value for models III and IV. For
model IV, all energy levels above Et are redefined to a common sliding energy Esl (dashed line).
(b) Mean square site displacement (n2> versus ¢ for the four different models, with & = k,T and
Et=0. Model I, circles; model 11, triangles; model 111, diamonds; model 1V, squares. The slanted
straight lines with slope of one, indicating the slope of Brownian motions, are fits to the models
from 0.6 to 1 s. The solid vertical line marks 0.1 ms, the lowest timescale for our studies using
single-molecule image deconvolution. The left vertical dashed line at 30 ms, where the subdiffu-
sive curves begin to deviate from the Brownian diffusion line, marks the fastest camera frame rate
for centroid measurements in the high camera-reading-noise regime (without pixel binning and
partial screen imaging). The right vertical dashed line at 300 ms marks the fastest camera frame
rate in the low camera-reading-noise regime
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millisecond timescale studies are necessary. Below, we describe our new single-molecule
image deconvolution method to study the subexposure dynamics of single mobile
fluorescent molecules with millisecond temporal resolution and nanometer spatial
resolution. In Sect. 2.4, we use this method to analyze images of diffusing Lacl on
DNA with exposure times approaching the predicted nonspecific DNA dissociation
time 7, ~ 1 ms.

2.4 Pushing the Envelop: Single-Molecule Imaging
with Higher Temporal and Spatial Resolution

In this section, we introduce single-molecule image deconvolution (SMID) as a
new method with increased temporal and spatial resolution for single-molecule
tracking measurements.

2.4.1 Rationale for Developing the Single-Molecule
Image Deconvolution Method

Ideally, to discern subdiffusive sliding models from the standard Brownian
sliding model, centroid versus time measurements should be used to obtain (n*)
versus ¢ relation at all timescales down to below ¢ , ~ 1 ms. However, current
single-molecule imaging EMCCD cameras (Photomax, Andor, etc.) do not offer
faster than 10 MHz pixel reading speed, which in the high background noise
regime corresponds to a 30-Hz frame reading rate (or 100 Hz with pixel binning
and partial screen imaging, although binning is not recommended due to loss of
PSF information) and in the low background noise regime to 3 Hz (or 10 Hz).
These maximum frame rates correspond to temporal resolutions of centroid mea-
surements between = 30 and 300 ms. Does this mean that one can study 30 ms
diffusion characteristics with centroid measurements? The answer is no. Tracking
more than 10 centroids of the molecule at different times is necessary for study-
ing single-particle diffusion characteristics [36, 45], and this requirement lifts the
centroid measurement temporal resolution to 0.3 s in the high camera-reading-noise
regime (right vertical dashed line in Fig. 2.7b) and to seconds in the low camera-
reading-noise regime.

Thus, in order to discriminate different displacement versus time characteristics
at millisecond timescales, centroid measurements with the best temporal resolution
of 100 ms (high background noise regime and loss of spatial resolution due to pixel
binning; not suggested for single-molecule tracking studies) are not sufficient. The
single-molecule image deconvolution method introduced below will have millisec-
ond temporal resolution and nanometer spatial resolution for single-molecule
tracking.
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2.4.2 Single-Molecule Image Deconvolution (SMID)

A Gaussian fit to the PSF of a single fluorophore contains two fitting parameters:
centroid and standard deviation (SD, denoted by s in this chapter). The centroid is
considered the center of the PSF, while the SD is the width of the PSF (Fig. 2.8d).
In contrast to centroid measurements, which have been extensively used for 1D
and 2D localization studies, PSF SD measurements have played little role in
single-molecule tracking studies. However, the SD of a point light source can
carry additional localization and dynamic information about the particle that is
inaccessible by centroid measurements: (1) for a stationary molecule, the axial
location (distance away from the focal plane) of the particle can be obtained only
from SD measurements [57-59] and (2) for a moving particle, regardless of expo-
sure time, the captured image will contain additional blurring. Figure 2.8 shows
that the moving molecules in (b) and (c) are obviously blurred compared to the
stationary molecule in (a). In one recent study, SD measurements of a moving
GFP-Lacl in E. coli have been reported [37]; however, for both immobile and
mobile single molecules, correct interpretation of the SD values requires further
theoretical and experimental studies. Here, we introduce an algorithm to decon-
volve the blurred image of a moving molecule to obtain its trajectory during expo-
sure by measuring the SD of the image.

Our single-molecule image deconvolution method uses a mathematical algorithm
that deconvolves the blurred snapshots of a moving molecule with subexposure

Slu:lliuu>sl]

Amplitude

Distance

Fig. 2.8 (a) An immobile GFP-Lacl molecule on surface, (b) an 1D diffusing GFP-Lacl molecule
on DNA, (¢) a 3D diffusing GFP-Lacl molecule in solution. The SDs of the PSF are larger for the
diffusing Lacl molecules. (d) Schematic Gaussian PSF of immobile (black) and diffusing proteins
(red); SD of the diffusing protein s is > than that of the immobile one s

motion
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temporal resolution. This method is based on the principle that a fluorescent
particle emits photons along its pathway throughout the whole exposure time, and
the number of photons emitted at a specific position x depends on the net time the
molecule spends at that position during the exposure. We introduce the pathway
distribution function g(x) to describe the net time distribution that a single fluores-
cent molecule spends at location x during the exposure. The final fluorescence
intensity profile I(x) of the moving molecule is the convolution of the molecule’s
PSF f(x) o< exp(—x" /2s;) and its pathway distribution function g(x),

1(x) o< f(x)%* g(x), 2.4

where s, is the SD of the PSF of the immobile molecule at focus. By fitting the final
convolved snapshots of a moving single molecule to Eq. 2.4, we can extract the
appropriate g(x). We call this procedure for obtaining the pathway distribution g(x)
for a convolved image of a moving single fluorophore the Single-Molecule Image
Deconvolution (SMID) method [60].

There could be more than one suitable pathway that yields the same convolved
image. It is fortunate, however, that there are usually only a few theoretical models
from which to choose. By combining SD measurements with the additional
centroid-versus-time information at different timescales in the analysis, the g(x)
selection can be narrowed to fewer possibilities.

2.4.3 Precision Analysis Associated with SD Measurements

In order to use SMID to discern different subexposure time pathways, which in
our case reflect different sliding mechanisms and sliding—hopping-alternation
kinetics, it is important to obtain the precision of SD measurements. If the
expected SD values of various models differ by more than the error of the experi-
mentally measured SD for each model, the models can be differentiated. We have
performed the full SD measurement error analysis for single immobile fluores-
cent molecules at focus [61].

Error analysis for centroid measurements of immobile molecules has been
thoroughly investigated and applied to many systems [35, 62]. As with the centroid
measurements, the precision of SD measurements is affected by the same experi-
mental settings of a finite number of photons per PSF N, the camera background
noise standard deviation o b, and the camera’s finite pixel size a. We have derived
an analytical expression for PSF SD measurement error as a function of these
parameters. The SD measurement error in x or y direction is the square root of the
mean square error {(AS,)’)

a2 ) a2 3/2 , a2 172 ,

2 sé+§ l16m Soct 5 Sov+ 15 (c_b" +(b)) (2.5)
As.) )= + ,

((As)") N 3a°N*?
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Fig. 2.9 SD measurement error, As__ . versus the number of detected photons N studied by
using four different methods: experimental measurements (solid squares), simulations (circles),
numerical integrations (crosses), and analytical calculations (dashed line). Each experimental
As, - data point is the SD of a Gaussian fit to the s_distribution of a single streptavidin-Cy3
monomer adsorbed to surfaces

where, (b) is the mean background photon count. Figure 2.9 shows our SD mea-
surement error results using four methods of study: experimental measurements,
simulations, numerical integrations, and analytical calculations. At low PSF photon
count of N = 100, the SD error is = 15 nm; at high PSF photon count of N = 1, 000,
the SD error is ~ 4 nm. This SD error expression is approximately 1.25 times higher
than the precision of centroid measurements under comparable experimental
conditions. The experimental results in Fig. 2.9 were obtained using a different
camera (Andor EMCCD), a different excitation wavelength of 532 nm, and a
different pixel size of a = 79 nm from the measurements in Sect. 2.2. In addition,
2D Gaussian fitting to PSF was used instead of the 1D fitting in Sect. 2.2.

2.4.4 SMID Enables Single-Image
Molecular Dynamics Studies

In the above section, we introduce a new method, SMID, for single-molecule local-
ization and tracking studies with higher temporal and spatial resolution than currently
afforded by centroid measurements. The higher temporal resolution is achieved
through the following mechanism: while many centroid measurements at different
times are required for tracking a single molecule, SD measurement of only one image
can offer insight into single-molecule dynamics at the shorter subexposure timescales
with higher precision. Literally, one millisecond exposure image can be used to dif-
ferentiate mechanisms that differ in SD by nanometers, enabling single-image studies



26 Y.M. Wang and R.H. Austin

of molecular dynamics with at least 100-fold improvement in temporal resolution.
For the spatial resolution, while centroid analysis is based on measuring the mean
location of the molecule for each image during the exposure time, measurement of
the PSF SD provides a quantitative description of the molecule’s spatial distribution.
Consequently, the additional information extracted from this distribution constitutes
improvement in spatial resolution. These improved temporal and spatial resolutions
enable description of SMID studies with another term — single-image molecular
analysis (SIMA) studies [60].

Our analytical expression of the PSF SD error provides the level of precision for
SMID measurements of single immobile fluorescent molecules. When this expres-
sion is extended to axial localization and subexposure time studies, the dynamics
of various very similar biological systems investigated in vitro and in vivo can be
elucidated and their underlying mechanisms differentiated, such as our studies on
differentiating sliding mechanisms of proteins on DNA. When the difference
between the SDs measured for molecules displaying different characteristic
motions is small, our error analysis will serve as a means for proper discrimination.
SMID with full error analysis should be applied to reanalyze existing single-
molecule tracking studies, as well as to all future fluorescence particle tracking
experiments for a more thorough description of a particle’s dynamics.

2.5 Application of SMID to Lacl Diffusion on DNA Studies

Now, we discuss preliminary results and considerations about the application of
SMID to Lacl diffusion on DNA studies. Issues relevant to the interpretation of
experimental results for the correct diffusion model selection are discussed.

2.5.1 SD Measurements of Diffusing Lacl on DNA

Figure 2.10 shows 1D SD measurements for diffusing GFP-Lacl on DNA using
exposure times of 5, 10, and 15 ms (using the same set of data in Sect. 2.2). To
illustrate that the SDs of moving proteins differ from that of stationary proteins, s_
distributions of diffusing proteins are compared to s distribution of stationary
proteins. The mean of the s, distribution, (s,)=132nm ndicates that our imaging
system is diffraction limited (Fig. 2.10a), and the SD of the s distribution is the
error associated with each PSF SD measurement using our imaging system. In
Fig. 2.10b, the mean and spread of the diffusing proteins’ s_distribution at 5 ms
exposure are 165 + 32 nm (mean + SD), and they are apparently larger than those
of the stationary proteins of 132 + 23 nm. Figure 2.10c shows that as exposure
times increase to 10 ms and 15 ms, (s,) values increase accordingly, to 176 + 50 nm
and 183 + 62 nm, respectively.

Although Fig. 2.10 validates the applicability of SMID for protein diffusion on
DNA studies, the data may not be directly useful for sliding dynamics analysis. For
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Fig. 2.10 (a) s, distribution of immobile GFP-Lacl (pink) with (s,,) =132+ 1.4 nm (mean *
error to the mean). (b) s_for diffusing GFP-Lacl on DNA at 5 ms exposure time (blue) with
(s,)=165 % 2.6 nm. (c) s, distributions for 5, 10, and 15 ms exposure times, and the (sx> values
are 165 + 3.5 nm, 176 £ 4.5 nm, and 183 + 5.2 nm, respectively

exposure times of 5-15 ms, whether hopping motion is convolved in the images,
and if so, the extent to which it is convolved are unknown. These unknowns render
the data insufficient for studying the sliding movements of proteins without a full
analysis of their hopping motions as well.

2.5.2 Exposure Times of 0.1-2 ms Should
Be Used for Lacl Sliding Studies

For Lacl sliding studies, shorter exposure times of 0.1-2 ms should be used. We chose
this range of exposure times for three reasons: (1) 0.1 ms is the shortest exposure
time at our peak laser power to detect PSF with a signal-to-noise ratio of more than 3;
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(2) 0.1-2 ms falls within the range of the current estimated dissociation time of Lacl
from nonspecific DNA. In references [19, 21], the dissociation time of Lacl from non-
specific DNA was calculated using experimental results to be between 0.3 and 5 ms
in vivo in E. coli; alternatively, when the theoretical limit of association was used for
calculation, the dissociation time is between 1 ms and 1 s [3, 30]. Although there have
not been experimental measurements of the LacI’s nonspecific DNA dissociation rate
constant, our exposure times should satisfy a majority of the estimated dissociation
times to guarantee that we will be imaging the sliding motion with minimal perturbation
from hopping; and (3) the expected SDs for Brownian sliding at the 0.1 ms and 2 ms
exposures differ by 1.6 nm, and this is an attainable level of precision for SMID accord-
ing to Sect. 2.4.3. For the sequence-dependent subdiffusion sliding models, the expected
SD difference at the 0.1 ms and 2 ms exposure times would be less than 1.6 nm. Using
this difference, we can differentiate Brownian sliding from subdiffusive sliding.

Let us now calculate the expected SD difference between the 0.1 ms and the 2
ms images for the sequence-independent Brownian sliding model. For Brownian
diffusions, D, is constant in all timescales and the pathway density distribution
function g(x)g,,,. 15 a Gaussian as g(x)g,;,, ~ €Xp (—x2 /4D1t), with 2D t being a
reasonable estimate for the variance of g(x), ding" Since the convolution of two
Gaussians is another Gaussian with variance being the sum of the two variances,
the imaged Brownian sliding protein should have a Gaussian intensity profile
1) g5, With Sy ding = s, +2D;t as

I(X)gy o= €Xp (—x* 1 2(5] +2D,1)). (2.6)

Using (D,) =10’ nm” /s [45], the expected SD difference between ¢ = 0. 1 ms and
t=2msis 1.6 nm.

For the 1.6 nm difference to be resolved, the measurement error of each mean SD
value at a specific exposure time should be less than one-half of the difference, or 0.8
nm. Assuming each image contains a conservative number of 200 photons (which
corresponds to a SD measurement error of 10 nm according to Fig. 2.9), the number
of images required for the mean SD error to be less than 0.8 nmis N, =~ 160

=0.8 nm.

From the above calculations, if the mean measured SDs increases with ¢ accord-
ing to SD(t) =+/130% nm” + 2Dt and differ at 0.1 ms and 2 ms exposure times by
~ 1. 6 nm, then the sliding is Brownian in millisecond timescales. If the mean SDs
increase from 0.1 ms to 2 ms slower than ./1302 nm® + 2Dt , or differ at 0.1 ms and
2 ms exposure times by < 1. 6 nm, then the sliding is subdiffusive.

images, according to the relation for error to the mean of 10 nm/ /N

frames

2.5.3 Will Hopping Be an Issue for the 0.1-2 ms
Exposure Times?

During facilitated diffusion, after the first sliding motion, the protein dissociates from
DNA and performs a hopping motion. Are the exposure times of 0.1 ms and 2 ms
too long such that the protein images may have hopping motions convolved? The
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Fig. 2.11 Images of representative single 3D diffusing molecules with exposure times of (a) 0.3
ms, (b) 0.7 ms, and (¢) 1 ms. The spread of the molecules increases with exposure time and the
SD values are 135 nm (a), 180 nm (b), and 204 nm (c), respectively. (d) SD distributions for
exposure times of 0.3 ms (red), 0.7 ms (blue), and 1 ms (yellow). The SD values are 139.5 + 3.6
nm (mean =+ standard error of the mean), 173.3 nm * 4.2 nm, and 194.5 + 5.2 nm, respectively.
The mean of the SD distribution increases with exposure time, indicating that the observed mol-
ecules are indeed 3D diffusing molecules. Scale bar, 1 um

answer is yes; it is possible that occasionally hopping motion may be convolved
in the images. Statistically, if the mean sliding dissociation time is 1 ms, some
short slides will inevitably be followed by hopping during exposure and thus
some hopping will be convolved in the images. Whether the hopping-convolved
images can be differentiated from the purely sliding images will depend on the
fraction of time the protein spends hopping during exposure. If the percentage of
time for hopping is too high to be ignored, for example, if 1 ms out of a 2 ms
exposure is hopping, then the hopping-convolved image will differ dramatically
from that of a protein that only moves by sliding. Figure 2.11 shows 3D diffusing
molecules with 0.3 ms, 0.7 ms, and 1 ms exposure times and the respective mean
SD values of 140 nm, 173 nm, and 195 nm. It is evident that the “blur” of 3D
hopping proteins is significantly larger than S tiding = 130 nm of the sliding
proteins and should be easily discerned if convolved. If the hopping time is short,
for example, 0.1 ms out of 2 ms, then the percentage of emitted photons from
hopping will be too low to affect the overall SD of the image significantly.

2.5.4 Effect of Defocusing

It is known that the width of a defocused PSF increases [58]. Will defocusing of the
sliding proteins affect the expected SD values significantly? Here, we will estimate
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the effect using DNA transverse fluctuation analysis. In the transverse and axial
directions, a bound-sliding protein should fluctuate the same as the DNA. An
elongated A DNA molecule that extends to the typical 60-90% of its contour length
fluctuates transversely with maximum excursion of 100 nm and frequency of 10 Hz
(100 ms each cycle, unpublished data). This transverse motion can be approximated
to be fluctuation in the axial direction. In the 0.1-2 ms range of exposure times,
DNA should have barely moved (or at most defocused by 10 nm) and the defocus-
ing effect on the protein SD should be negligible according to the following rela-
tion: the standard deviation s(A z) of a defocused PSF changes with the defocusing
distance A z as [63]

s(Az) = s,\1+(Az/ D), 2.7

where D ~ 400 nm is the depth of field of our imaging system. If we use z, =10
nm, there is essentially no change to s,.

2.5.5 Effect of DNA Longitudinal Fluctuation

Since a protein slides longitudinally along DNA, the longitudinal fluctuation of
DNA can introduce blur to the PSE. Here, we estimate the maximum effect DNA
longitudinal fluctuation can have on s, ding = Sy According to a simple calculation,
the longitudinal displacement of a segment of DNA under tension can be calculated
from its measured transverse displacement by assuming that the DNA functions
like a spring under tension. For the measured transverse displacement of + 100 nm
at the center of a A DNA molecule stretched to 10 um, the corresponding
longitudinal displacement at the center segment is \/(1 00 nm)* +(5 um)* =5um =
1 nm. Putting this 1 nm into 6 (in the place of 2D 1), the change to the observed SD
should be minimal.

This theoretical estimation awaits experimental validation described in Sect.
2.6.1.2, where the DNA longitudinal fluctuations will be investigated through SD
measurements of single specifically bound proteins.

2.6 Prospects for Lacl Sliding Studies Using SMID

More experiments and analysis are necessary to unravel the sliding mechanisms of
proteins on DNA using SMID. Here, we lay out necessary investigations in detail.
We first describe three different, but complementary approaches that should be
used in the study: analytical calculations, simulations, and experimental measure-
ments. The intensity profiles of a sliding protein on DNA with exposure times from
0.1 ms to 2 ms should be obtained using each approach and the results should be
compared in order to determine the most appropriate mechanism of Lacl protein
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translocation along nonspecific DNA sequences, or the most appropriate sliding
mechanism. If experimental results disagree with the existing translocation models,
alternative sliding models should be proposed.

2.6.1 Analytical SD Calculation of Sliding Proteins

In order to obtain analytical expressions for the fluorescence intensity profile and
SD of a sliding protein according to the different translocation models, the fol-
lowing studies should be carried out: (1) develop pathway distribution functions
g(x) for single trajectories, (2) quantify the effects of defocusing and DNA fluc-
tuation on SD measurements, (3) assess SD measurement error associated with
different sliding models, and (4) finally consolidate all analyses to arrive at an
expression for expected SD of sliding proteins on DNA for different translocation
models.

2.6.1.1 Obtain the Explicit Pathway Distribution Function g(x)
for Individual Trajectories

When we calculate the sliding PSF SD value s, -in Sect. 2.5.2 using the decon-
volution method, the pathway distribution function used was the location distribu-
tion at time ¢ for an ensemble of independent trajectories, which is a Gaussian
distribution as g(X)=exp(—x’/4D;t)  where the mean square displacement of
many different trajectories at time ¢ is {x”) =2D,¢ . Although it is a good approxi-
mation, this g(x) is not exactly appropriate for studying individual trajectories, such
as the single sliding proteins we are analyzing. To our knowledge, the pathway
distribution function for single Brownian trajectories has not been formulated, in
contrast to the well known P(x) = exp(—x” / 4D,t)relation for an ensemble of inde-
pendent trajectories.

We have performed preliminary simulations of single Brownian trajectories and
observed that the SD of the pathway distribution for single trajectories Sg, ;...
is at least two times smaller than that of an ensemble of independent trajectories.
Additional simulations and analytical calculations are necessary to formulate s
numerically and analytically.

SingleTrajectory

2.6.1.2 Quantify the Defocusing and DNA Fluctuation Effects Using Single
Specifically Bound GFP-Lacl Molecules

Although we have estimated in Sects. 2.5.4 and 2.5.5 that the defocusing and DNA
fluctuation should have minimal effects on protein sliding measurements, for
mechanisms discrimination studies at nanometer precision, the precise effect
should be experimentally quantified as an offset to the measured SD.
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While the transverse fluctuation of DNA molecules has been extensively
investigated [64, 65], the longitudinal fluctuations of elongated DNA molecules
have not been studied. Since A DNA has two lacO sites in its sequence, a single
Lacl can be bound specifically to an elongated A DNA and the exact s, . of the
protein due to defocusing and DNA fluctuation can be obtained. The DNA mole-
cule will be anchored at both ends onto a fused-silica surface, and the lacO
sequences between the two anchors can be identified by the specifically bound
protein. This study should provide the control measurement for all external effects
that may increase the expected SD values of sliding proteins. The difference in SDs
between the single specifically bound Lacl on DNA and immobile proteins on
surfaces will be the SD offset, As ofser resulted from defocusing and DNA longitu-
dinal fluctuation for the experimental setting.

2.6.1.3 Calculate SD Error As . for Sliding Protein Images

Slidin
In Sect. 2.4.3, we have developed the SD measurement error expression for immobile
single molecules. For mobile molecules, such as sliding proteins on DNA, the SD
measurement error should be developed for correct assessment of the measurement
precision. Using the new single trajectory pathway distribution functions g(x) for
Brownian sliding and subdiffusion slidings to be developed in Sect. 2.6.1.1, the
expected intensity profiles of sliding proteins will differ from that of immobile
proteins. By using the same method for SD error derivation for immobile single
molecules and replacing the intensity profile of the immobile molecules with that of the
sliding proteins, SD measurement error for sliding proteins can be obtained [61].

2.6.1.4 SD of the Final Sliding Protein Images

When we combine all factors that may affect the observed s, ding values, the final
theoretical s, - should include SD due to the sliding motion sg, .. ... the defo-

cusing and DNA fluctuation offset As ofser and SD measurement error As,, ding 35

— 2 2
SSlitling - \/SSingleTruje('tmy + (Asoﬁﬁ‘et) T AsSliding : (28)

2.6.2 SD Simulations of Sliding Proteins

In order to simulate the fluorescence intensity profiles of sliding proteins, proteins’
trajectories need to convolve with the PSF. All other experimental effects should
also be included in the simulation. These effects are DNA fluctuation, defocusing,
evanescent light intensity decay, and statistical error originated from fluctuating
numbers of photons per PSF, finite camera pixel size, and background noise.
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The simulation of sliding Lacl images can be carried out in the following
order: (1) Simulate 1D Brownian diffusion trajectories along DNA with the
known (D,)=10"nm’ /s and subdiffusion trajectories with a starting b value of
0.5. How do we choose the step size (or time interval for simulation)? This
depends on how many photons will be there in an image. If there are 100 photons
in a 0.1 ms image, then the step size cannot be smaller than the interval during
which one photon is detected, or 0.1 ms/100 = 1 us. (2) Incorporate the transverse
and axial direction fluctuations into the 1D trajectories according to DNA’s trans-
verse fluctuations, thus forming a 3D trajectory. (3) At each step, insert a PSF.
The PSF should only have one photon, and the location of the photon will be
randomly distributed within the PSF according to the PSF Gaussian photon dis-
tribution. The PSF SD will change according to the axial location 7. (4) Correct
each photon count by a weighting factor, since the decaying evanescent excitation
(Fig. 2.3b) does not excite the fluorophore at all depths equally. (5) Bin the simu-
lated weighted photons for the whole image into pixels to include the camera
pixelation effect. (6) Add the background noise to the binned image. (7) Fit the
final intensity profile to a 2D Gaussian to obtain the SD value for the image. (8)
Obtain the SD distribution for many simulated images for a specific exposure
time. (9) Add the DNA fluctuation and defocusing offset S oypser 1O the mean SD.
(10) Plot and compare the mean SD values at different exposure times with
experimental data.

2.6.3 Experimental SD Measurements
of Sliding Lacl on A, DNA

In Sect. 2.5.1, SD distributions of diffusion Lacl on DNA were measured for three
exposure times of 5 ms, 10 ms, and 15 ms. Although changes in SD with exposure
time are apparent, these exposure times might be too long for hopping to be negli-
gible. In order to ensure detection of genuine sliding motion, exposure times of
0.1-2 ms should be used.

The mean SD values from SD distributions at various exposure times should be
plotted. If SDs increase with # as SD(t) = lsé +CD,t , where C is the coefficient for
single trajectories that will be calculated in Sect. 2.6.1.1, the sliding is Brownian.
If the SD increases are less, then the sliding is subdiffusive.

2.6.4 Resolution Limits, Alternative Translocation Models,
and Extensions

During experiments, the following items might be of concern and may introduce
further complications to the studies.
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2.6.4.1 Resolution Limitation

It is possible that even with nanometer resolution of the SD measurements, different
sliding models may not be differentiated if the SD difference between the models is
less than the SD measurement error, which in our case is = 0.8 nm (Sect. 2.5.2).
One example is the DNA-sequence-dependent sliding Models I and III (Fig. 2.7),
where their {n”) values at 2 ms are almost identical. If this occurs, then this study
can at least rule out subdiffusion models with a b value significantly lower than 0.5,
or models with a very low A or D, value, or the combination of the three.

2.6.4.2 Obtain the Realistic Sliding-Hopping Alternation Kinetics
by Simulation

In spite of recent experimental and theoretical investigations of protein hopping on
DNA [30, 66], the real hopping interval distribution and nonspecific DNA dissocia-
tion time distribution remain unclear. Simulation might offer a solution to the
problem. The whole sliding and hopping process to seconds long can be simulated
using Brownian dynamics to search for a combination of sliding characteristics and
hopping time distribution that yield the known Lacl 1D Brownian diffusion with
(D,)=10°nm’ /s in the timescale of seconds [45]. The results should provide vali-
dation for the interpretation of experimental results.

2.6.4.3 Uncertain Sliding Dissociation Time and Possible
Alternative Sliding Model

If the unknown sliding time is more than 5 ms, the lowest exposure time used in experi-
ments in Sect. 2.5.1, then reinterpretation of data in Fig. 2.10 for the 5-ms exposure
time suggests an alternative mechanism of translocation: one that diffuses fast on
millisecond timescales and slow on second timescales.

Let us calculate the expected SD (s, dmg) for the Brownian sliding model assum-
ing that the mean sliding time is longer than 5 ms. Since the sliding is Brownian
for all timescales, D, is constant at all timescales. Putting the experimental values
of =5 ms and (D,)=10° nm?%s [45] into 6, Sgigime = 133.7 nm. This calculated
S Siding is significantly lower than the measured mean value of (S, )= 165+ 2.6 nm
(Fig. 2.10b). This result suggests faster diffusion in millisecond timescales than in
second timescales, contradicting the existing Brownian sliding and subdiffusion
sliding models.

2.6.5 Relating Physical and Biological Significance

In some respects, the rate at which transcription factors find their specific sites is
not a very interesting biological problem. While you can worry about the speed
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needed to find transcription factor sites in rapidly growing cells such as E. coli, for
some cells there would seem to be plenty of time for the proteins to find their sites
given the known range of on and off nonspecific dissociation dynamics and the
probable size of the specific site at which the transcription factor binds tightly. It is
possible that a far more important biological problem is as follows: what is the
physics of how tight association to a specific sequence of basepairs occurs as
opposed to the secondary issue of how the site is found.

The common thread linking the specific and nonspecific binding is the DNA
sequence, just as in the protein problem the common thread linking folding rates
and activity is the amino acid sequence. In this paper, we discuss a new way to
analyze the dynamics of transcription factor dynamics on a DNA molecule in
terms of pathway distribution function g(x), the position-(and time) dependent
dynamics of the transcription factor moving along the DNA molecule. It is some-
what comparable to the distribution of conformation states g(E) that the Frauenfelder
group developed some years ago which characterized the probability distribution of
a protein on a free energy landscape and the subsequent dynamics [39, 67]. We can
ask if, perhaps, the g(x) we introduce here could play a similar role for the movement
of a transcription factor along the DNA as it moves in a, perhaps, sequence-directed
manner toward deep specific binding sites. This approach could elucidate the basic
biologically relevant mechanisms.

2.7 Summary

In this chapter, we present single-molecule fluorescence imaging studies of Lacl
protein diffusing along elongated DNA molecules and detail the studies necessary
to discriminate different sliding mechanisms of proteins on DNA using theoreti-
cal calculations, simulations, and experimental measurements. A new method,
SMID, that can improve the temporal resolution of single-molecule tracking
experiments by 100-fold is developed and applied to Lacl diffusion studies.
The experimental and analytical methods presented here should advance the
single-molecule imaging field by providing a new method that improves the tem-
poral and spatial resolutions of single-molecule tracking. The sliding mechanism
research should provide fundamental insights into how proteins interact with
nonspecific DNA sequences and help to quantify the effect of facilitated diffusion
on gene regulation.
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Chapter 3
How Proteins Slide on DNA

Daniel Barsky, Ted A. Laurence, and Ceslovas Venclovas

3.1 Introduction

Protein—-DNA interactions are required for all the major functions of DNA: transcription
and regulation, replication and repair, even the packaging of DNA into chromosomes.
Not only are protein—DNA interactions crucial for all these cellular activities, but they
are also, in our view, among the most fascinating macromolecular interactions because
of their dynamics. In this chapter, we focus on DNA sliding by proteins, particularly
diffusive sliding. Such sliding is typically part of the search for a target on the DNA
itself or for another protein bound to the DNA. Of particular interest here are the pro-
teins known as DNA sliding clamps that can remain bound to the DNA while diffusing
vast distances along the double helix of DNA. We do not yet know the detailed mecha-
nisms of protein sliding on DNA, but we aim to familiarize the reader with what is
known observationally and to provide some discussion of potential mechanisms.
Passive vs. active sliding. Proteins that interact with DNA can be divided into two
groups: those that actively move along DNA (“active sliders”) and those that do not.
The first group contains proteins such as DNA and RNA polymerases and helicases,
and because of the “processivity” of their functions (e.g., incorporating one base after
another), it is intuitively obvious that these proteins can slide along DNA, that is,
remain in contact with DNA while moving along it. Many proteins in the second group
also slide or hop along DNA, either through attachment to active sliders or by diffusion
(“passive sliders”). Among the members of the second group are proteins such as DNA
replication processivity factors that function to promote the retention of an active slider
(such as a DNA polymerase) on the DNA. Because they remain bound to DNA inde-
pendent of binding to other proteins, the processivity factors have been dubbed “DNA
sliding clamps”. In isolation on DNA, a DNA sliding clamp becomes a passive slider.
DNA sliding clamps exist in all life forms. Examples include PCNA (eukaryotic and
archaeal), B clamp (bacterial), UL42/44 (viral), and gp45 (of phages). Other passive
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sliders are not obviously sliders at all. In a sense, the fact that sequence-specific
proteins such as restriction endonucleases and transcription factors can slide along
DNA may appear surprising. After all, a biomolecule that binds its specific target
sequence with nanomolar specificity might be expected to bind and stay put. The very
interactions that stabilize specific binding (i.e., the “binding specificity”’) would seem
to ensure that sliding does not occur. Nevertheless, even proteins that bind their DNA
targets very tightly slide or hop along DNA to get there.

Brief historical perspective. The concept that proteins passively slide on DNA to
locate specific binding sequences is at least four decades old. As with many ideas in
science, it is difficult to determine when the idea was first formulated. In the early 1980s,
Otto Berg, Peter von Hippel, and colleagues wrote a series of landmark papers. In one
of those papers, Berg et al. [1] cited a 1968 book chapter by Adam and Delbriick [2].
Hence, we know the concept is at least four decades old. A defining (and likely inde-
pendent) moment occurred in 1970 when it was reported that the lacl repressor protein
could locate its target site about two orders of magnitude faster than predicted by normal
diffusion-collision mechanism (i.e., three-dimensional (3D) diffusion and random
collision) [3]. Given the sensitivity of the result to the salt concentration, it was imme-
diately interpreted as evidence that the DNA electrostatically attracts the protein [3].
Later, the search for the specific DNA target was modeled as a two-step process in
which the search was “facilitated” by first binding the DNA molecule nonspecifically
and then sliding to the target [1]. In the ensuing decades, a combination of biochemical
assays and theoretical considerations gave rise to an increasing appreciation of the
importance of sliding along DNA for many DNA-binding proteins. The latest chapter
in the lacl repressor story is presented by Wang and Austin in this book.

Sliding, hoping, and jumping. In their papers, Otto Berg, Peter von Hippel, and
colleagues developed a theory of this facilitated diffusion model and followed it with
further experiments on lacl [1, 4, 5]. They laid out four possible modes of DNA target
searching by proteins — more generally, modes of moving from one site to another on
DNA: (1) sliding along DNA via continuous one-dimensional (1D) diffusion without
dissociation, (2) hopping, where the protein effectively diffuses along a single molecule
of DNA but does so via a series of dissociation and rebinding events, (3) jumping,
which, in contrast to facilitated diffusion, amounts to ordinary 3D diffusion between
DNA sites, and (4) intersegmental transfer, where the protein swaps sites on the DNA
via a looped intermediate (Fig. 3.1). To date with some minor differences all models of
proteins moving on DNA have defined these same modes [6, 7]. The first, second, and
third modes present a continuum transition from 1D diffusion on DNA to 3D diffusion.
The fourth mode, intersegmental transfer, does not fit so neatly into this continuum.
This mode requires at least two DNA-binding domains in a special arrangement.

While some experimentation and refinement of this theory took place in the
ensuing decades, there has been an explosion of activity in just the last few years,
particularly through direct observation of protein sliding on DNA. In our review of
that activity, we consider only passive sliding. For investigations of active sliders
such as polymerases, there are recent reviews [8, 9]. Many proteins have been
observed passively sliding on DNA (Table 3.1). These include proteins responsible
for detecting DNA damage (hOggl, MutM, Msh2-Msh6, Ada, Rad51), proteins
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Fig. 3.1 Modes of proteins searching for DNA targets. This chapter focuses on passive sliding
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Table 3.1 Proteins and their diffusion constants, as measured by
single-molecule methods. All of the measurements use single-molecule
tracking, except the EcoRI [30] and the B clamp [11] measurements
which use a biochemical assay and single-molecule FRET, respectively

Protein Diffusion constant (m%s) References

EcoRV 3x1071 Biebricher et al. [20]
EcoRV 10~ Bonnet et al. [21]
EcoRI 3x1071 Rau and Sidorova [30]
hOggl 6x10713 Blainey et al. [22]
MutM 4x107 Blainey et al. [22]
AVP-—pVIc 2x1072 Blainey et al. [31]
BamHI 6x107"3 Blainey et al. [31]
Msh2-Msh6 9% 10 to2x107'° Gorman et al. [18]
Rad51 1078 to 10714 Graneli et al. [32]
RNAP 104 Harada et al. [23]
Lacl 1073 to 2x 107'¢ Wang et al. [27]
C-Ada 102 Lin et al. [25]

p53 3x10713 Tafvizi et al. [26]
PCNA 1012 Kochaniak et al. [24]
B clamp 104 Laurence et al. [11]

involved in cutting DNA in specific places (EcoRI, EcoRV, BamHI), promoter and
repressor DNA transcription factors (lacl, p53), the adenoviral AVP—pVIc complex,
the RNA polymerase (RNAP), and the DNA sliding clamps (PCNA, B clamp) that
aid critically in DNA replication and are also involved in some forms of DNA
repair. Many of these proteins bind to a specific DNA feature; they slide on DNA
in the course of searching for that feature. Although a fascinating topic in its own
right, in this chapter we are not concerned with the search for DNA targets per se,
but rather the mechanism by which proteins actually move along DNA. We thus
focus mainly on the first mode of translocation, bona fide sliding on DNA, and on
its nearest alternative, hopping. From this point of view, the DNA sliding clamps
are particularly interesting because these proteins form closed rings around DNA
and are therefore topologically constrained to remain bound. As we will see below,
the diffusion of DNA sliding clamps remains poorly understood.

3.2 Experimental Observations of Sliding

Monitoring protein movement along DNA is an active area of research with many papers
reporting evidence for sliding, speeds of target acquisition, and measured diffusion con-
stants. Until recently, biochemical assays commonly involving various pathways and
traps were the most frequently used methods, but these have now been largely overtaken
by single-molecule assays, especially single-molecule tracking by total internal reflec-
tion fluorescence (TIRF) microscopy. Other single-molecule methods include atomic
force microscopy (AFM) and fluorescence resonance energy transfer (FRET).
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Intuitively, it might be expected that it would be difficult to distinguish between
sliding and hopping on DNA, and indeed, this is the case [10]. What is known about
translocation in terms of distance and time is dictated by what can be observed
experimentally. In this respect, the very short time and length scales involved in
translocation over a small number of base pairs can make the distinction between
sliding and hopping very difficult. Most experiments observe movement over many
seconds and across hundreds to tens of thousands of base pairs, although some
recent reports probe distances as short as tens of base pairs with time resolution in
submicroseconds [11].

Because active sliding tends to be directional, it can be characterized by a simple
rate, with units of base pairs per second (or in SI units, m/s). Passive sliding is a
diffusional or Brownian process and therefore is not properly characterized by a
rate, but rather by a diffusion constant (D). The diffusion constant is related to the
average distance that a particle moves (Ax) in a time (f) by Einstein’s simple
relation:

(Af) =2nDt 3.1)

where n is the number of dimensions involved in diffusion (i.e., 1, 2, or 3). This has
two important consequences. First, the time it takes for a protein to cover a distance
by random search grows very rapidly, as the square of the distance. Second, Ax is a
distance independent of direction, so, for example, after a time interval ¢ a protein
sliding on DNA with diffusion constant D is just as likely to be Ax “beyond” or
“behind” its original position. Despite this distinction between active and passive
sliding, it is common nonetheless to use dynamic adjectives such as “fast” or “slow”
to characterize passive sliding with relatively high or low diffusion constants.

3.2.1 Biochemical Assays

To date, a great wealth of data has come from biochemical assays. By measuring
the rate of product production, biochemical assays that measure the productivity
and processivity of active sliders, such as DNA polymerases, provide the sliding
rate for these proteins. For example, we know that DNA polymerase III holoen-
zyme moves along the template strand, reading it and building the opposite strand
at the rate of roughly one base every 2 ms [12], a measurement more recently con-
firmed by single-molecule methods [13]. For the passive sliders, similar strategies
can be used, even in cases where no product is produced (nonenzymatic sliders).
Although biochemical assays are not ideal for monitoring motion, certain clever
experiments can reveal critical information about sliding. In many cases, the bio-
chemical assays make use of DNA topology such as closed loops or even catenated
DNA (where one loop runs inside another, as in links of a chain) and careful place-
ment of targets and starting points [14].
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One strategy is to load the protein onto DNA at a known location and then
measure the time it takes to reach a target, as has been done for a DNA sliding
clamp, the Escherichia coli 3 clamp more than a decade ago in the O’Donnell lab.
In a control experiment, the 3 clamp was loaded onto a nicked, circular DNA plas-
mid (7,200 bp), and the B clamp remained on the circular plasmid with a half-life
of over an hour — a long time relative to the life of a bacterial cell [15]. When the
circular DNA plasmid was cut open by a site-specific endonuclease, the 3 clamp
disassociated from the DNA within a few minutes by sliding off one of the free ends
of the “linearized” plasmid. Although those experiments were intended as qualita-
tive observations of sliding on DNA and not designed to measure the diffusion
constant, we can nevertheless calculate at least a lower limit for the diffusion con-
stant. After 1 min of linearizing (endonuclease) reaction, plasmids were analyzed
by approximately 15 min of gel filtration, after which little or none of the sliding
clamps were present on the linearized DNA [15]. Using this time (~15 min), and
assuming that clamps were at random positions on the 7,200-bp plasmid upon lin-
earization, a “survival probability” analysis [16] yields a relation between the time
7, interval length L, and diffusion constant D, such that

1= Lz/(Dnz), (3.2)

and this gives a limit of D>10"% m%s.

Rau and Sidorova devised a method for measuring sliding on DNA based on the
ratio of the dissociation rate of the EcoRI restriction endonuclease from DNA frag-
ments containing one specific binding site vs. the dissociation rate of EcoRI from
DNA fragments containing two specific binding sites [30]. The measurements enabled
the authors to determine the sliding rate (Table 3.1), finding it relatively insensitive to
salt concentration and osmotic pressure, and indicating that the “protein moves
smoothly along the DNA probably following the helical phosphate-sugar backbone of
DNA.” They estimate that the sliding rate they measure is 2,000-fold slower than the
diffusion of free protein in solution. A factor of 40-50 can be accounted for by rota-
tional drag that would result from following a helical path on the DNA. They suggest
that the other factor of 40-50 could reflect the requirement for making and breaking
salt bridges between the DNA and the protein, or to the disruption of water structure
at the protein—DNA interface as the two surfaces move past each other.

Besides biochemical approaches, there have been a variety of spectroscopic
approaches, new and old. Older approaches such as fluorescence recovery after pho-
tobleaching (FRAP) are poorly suited to such measurements. Extracting information
on the diffusion of sliding clamps along DNA would require synchronized loading of
clamps on many aligned and uniformly stretched DNA molecules. Even so, some use-
ful information can be obtained from older optical methods. For example, fluorescence
anisotropy allows one to create a nonequilibrium situation very simply by exciting
only the fluorophores whose excitation dipoles happen to be aligned with excitation
light. Although definitive information on diffusive motion is difficult to obtain by this
approach, Austin et al. [17] were able to place an upper bound on the diffusion rate of
E. coli RNA polymerase on DNA using this technique. The newer, single-molecule
biophysical methods are much more effective in revealing diffusion-based sliding.
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3.2.2 Single-Molecule Methods

There has been an explosion of single-molecule research for measuring the sliding
of proteins on DNA. The diffusion constants of many passive sliders have now been
measured primarily by single-molecule methods. Fourteen examples are listed in
Table 3.1. Single-molecule measurements are ideal for measuring diffusion of pro-
teins such as sliding clamps on DNA because single-molecule methods directly
observe the Brownian motion involved in diffusion. Diffusion constants are then
determined by statistical analysis of the Brownian motion. Two single-molecule
approaches have been used to observe diffusion of proteins on DNA. First, single-
molecule tracking measures the position of a protein with an attached fluorophore
moving on stretched DNA [18-27]. Second, single-molecule FRET monitors dis-
tance changes between a donor-labeled protein moving on acceptor-labeled DNA
using FRET efficiency changes [11, 28, 29]. The latter methodology does not
require stretched DNA or even surface attachment to reveal diffusion.

Single-molecule tracking. This is the most common single-molecule method used to
measure protein sliding on DNA. The positions of fluorescently labeled DNA-binding
proteins are dynamically monitored as they move on stretched DNA [18-27]. For a
recent review, see Gorman and Green [19]. The fluorescent labels for the proteins are
small organic fluorophores (such as Alexa 488 or Cy3B) [21-26], fluorescent proteins
[27], or quantum dots [18, 20, 24]. These methods directly monitor the position of the
fluorescently labeled proteins by measuring their position using a CCD camera
(Fig. 3.2a). Excitation is provided by total internal reflection of the fluorescence
(TIRF), providing a wide area of excitation that only penetrates ~200 nm into the solu-
tion. This is an excellent approach to image wide areas with low background from
solution. One exception is provided by Biebricher et al. [20], where the authors take
advantage of especially bright quantum dots and use bright field imaging to monitor
diffusion away from the glass surface. One current drawback of the TIRF approach is
that the CCD cameras used typically have time resolutions in the order of 10-100 ms.
This prevents monitoring of faster diffusive motions, which is unfortunate, since the
diffusive motion may vary over different length and time scales. For example, there is
some evidence of multiple modes of diffusion in the case of PCNA [24]. The time reso-
lution limit is not intrinsic to the method and may be improved with newer technology,
although signal-to-noise issues will ultimately limit how fast the position may be moni-
tored. The chapter in this book by Wang and Austin discusses methods to improve the
time resolution.

When monitoring the position of the protein directly, stretching of the DNA is
necessary (at least to the point of straightening) so that position measured using the
camera can be directly linked to position on the DNA. Careful preparation of
stretched or elongated DNA 1is characteristic of this methodology. The mode of
stretching is another primary methodological distinction between these studies. The
DNA may be attached to the surface at both ends [18, 21, 24], attached at one
end and elongated using fluid flow [22, 25, 26], or stretched between beads in
optical traps [20, 23]. The proximity of the surface is a possible issue with these
studies (except for Biebricher et al. [20] where the DNA is away from the surface),
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Fig. 3.2 Single-molecule methods used to track proteins sliding on DNA. (a) Single-molecule
tracking monitors the position of proteins on stretched DNA using total internal reflection excita-
tion in combination with high sensitivity CCD cameras. The position is obtained by fitting the
centroid of the observed fluorescence, obtaining accuracy down to ~50 nm. Typical time resolu-
tion is about 30—100 ms. (b) Fluorescence resonance energy transfer (FRET) between donor-
labeled protein and acceptor-labeled DNA may be used to track position of protein on DNA. Using
correlations, fluctuations in distance on faster time scales (<1 ms) may be monitored. (c) Left
panel: When the protein labeled with donor (green bulb) is near the acceptor label (red bulb),
FRET occurs (orange arrow). Right panel: When the protein diffuses away from the acceptor
label, FRET decreases or disappears

but these studies have included several controls that confirm that the biochemical
systems operate correctly. In the experiments that stretch the DNA with flow, the
flow velocity can affect the diffusion of the proteins, especially in cases where
“hops” between sites are expected.

Care must also be taken when interpreting data obtained using large labels such
as fluorescent protein domains and quantum dots since they are similar in size to
the labeled proteins and can clearly affect diffusive behavior. In fact, Kochaniak
et al. [24] used a large quantum dot to detect helical sliding by the logic that if the
protein is constrained to follow the helical shape of the DNA by revolving once
about every 10 bp, the larger hydrodynamic radius caused by the attached quantum
dot would slow down the measured diffusion considerably more if the protein was
constrained to rotate while sliding. These issues are explored further in Sect. 3.3.

Single-molecule FRET. The second major single-molecule method for monitoring
diffusive motion of proteins on DNA is FRET [11, 28, 29]. FRET involves the non-
radiative transfer of electronic excitation energy from donor to acceptor fluorescent
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molecules via a weak dipole—dipole coupling mechanism. FRET requires a resonance
between the emission of a donor molecule and the absorption of an acceptor mole-
cule, and depends critically on the relative orientations of the dipole moments of the
donor and acceptor molecules, although for fluorescently labeled biomolecules ori-
entational averaging typically occurs. Most importantly, FRET has a strong depen-
dence on the distance between the two fluorophores:

E=1/[1+®/R,) ], (3.3)

where E is the fraction of donor excitations transferred to the acceptor, R is the distance
between donor and acceptor, and R is the distance at which E=0.5 (R, is between 4
and 7 nm for typical fluorophores). For experiments monitoring proteins sliding on
DNA, the relative motion of a donor-labeled protein and acceptor-labeled DNA (donor
and acceptor labels can be swapped) is monitored by measuring E as a function of time
for each single protein. The FRET methodology is complementary to the tracking
methodology described above because the length scales probed are so different
between the methods. FRET allows detection of proximities (i.e., distances between
labels) in the range of 2—-8 nm; whereas, by using CCD cameras to monitor the posi-
tion of the protein, the tracking methods approach the limits of their sensitivity well
above this range at around 50 nm. In addition, movement of the DNA itself will not
affect FRET experiments, but will cause additional errors in tracking experiments. At
longer time scales (=1 ms), there is sufficient signal to monitor distance changes
by calculating E as a function of time. At shorter time scales (<1 ms), fluorescence
correlations reveal FRET intensity fluctuations caused by distance fluctuations.

Using the FRET method and fluorescence correlation spectroscopy, we deter-
mined a diffusion constant of D~ 107'* m?/s for the E. coli B clamp sliding on DNA
[11, 33]. Our experiments achieved fine time-resolution measurements using a single
detection volume (~2 fl) defined by confocal microscopy, detecting photons with
avalanche photodiodes (APD), and obtaining time resolutions down to 100 ns [11].
By loading a single protein (3 clamp) onto a small section of each large DNA plas-
mid, we were able to monitor sliding clamps diffusing on DNA via FRET without
any immobilization, that is, while both protein and DNA were freely diffusing in
solution (Fig. 3.2b and c). Given that a protein with diffusion constant D moves a
mean-square distance given by (3.1), Ax*=2DAr within time At, and the fact that
FRET efficiency decreases from nearly 1 to nearly O within about 5 nm, we can
obtain limits on the diffusion constants measured. The time resolution of 100 ns
limits one to measuring diffusion constants D< 107 m?/s. In our detection method-
ology, proteins and DNA can diffuse in and out of the detection volume, giving rise
to “bursts” of fluorescence. Bursts of fluorescence due to FRET are observed when
sliding clamps are loaded on DNA, and then the DNA—clamp complexes diffuse in
and out of the confocal detection volume. Diffusion of the DNA—sliding clamp
complex out of the confocal detection volume in free solution meant that we could
not observe the sliding motion for arbitrarily long periods of time and therefore
limited our measurements to D>10""* m%s. The diffusion constant of the  clamp
sliding on DNA was very close to this lower limit.
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Single-molecule FRET measurements are commonly performed using TIRF
microscopy in combination with a CCD camera to monitor several protein/DNA
systems simultaneously [28, 29]. Unfortunately, current CCD cameras sensitive
enough for single-molecule spectroscopy do not have sufficient time resolution
(typically 30-100 ms, down to 1 ms in some cases), limiting measurement to slow
diffusive motions D< 107" m*s. For many proteins that slide on DNA, it is
important to sacrifice the ability to simultaneously monitor many protein—-DNA
systems for better time resolution.

To date, our measurement of the E. coli B clamp has been the only single-molecule
FRET measurement of DNA sliding, and it is interesting to compare it with what was
more recently reported by single-molecule tracking for the sliding of human PCNA.
The proteins are functionally and structurally similar. By single-molecule tracking,
Kochaniak et al. determined an overall diffusion constant for PCNA that, at
D=3x10"2 m?%s, is two orders of magnitude higher than that for the B clamp [24].
These authors also obtained evidence that 85-99% of the motion reflected the clamp
in a slower diffusing mode that likely tracks the groove of DNA. The remainder of the
time, the clamp diffuses much more quickly without tracking DNA groove. It is
intriguing that for the B clamp, we were unable to detect any evidence for fluctuations
that would be expected for D=10""2 m?/s, precisely where our correlation-based detec-
tion is most sensitive [11]. Indeed, the lack of fluctuations at the appropriate time scale
for such fast diffusion was one evidentiary fact from which we deduced that
D~10""* m%s. Assuming that the dimeric 3 clamp behaves quite similarly to the tri-
meric PCNA in terms of sliding behavior, we believe that the large discrepancy
between the two measurements likely involves the two modes of diffusion proposed
by Kochaniak et al., based on their experimental results [24]. If the sliding clamp
spends 2—15% of its time in the fast mode, fluorescence correlation amplitudes for that
motion would be correspondingly small (i.e., 2—15% of the total fluctuations, well
within the noise level of our previous experiments). In fact, the lack of significant
fluctuations at the appropriate time scale is consistent with the multiple diffusion mode
interpretation of Kochaniak et al. In the end, additional, improved experiments that
measure the diffusion of the sliding clamps over multiple length and time scales will
be necessary to resolve the puzzle produced by these seemingly discordant results.

3.3 Interpreting the Observations

What factors affect the sliding of proteins on DNA? In a Newtonian sense, sliding
should be controlled by entities that can exert a force on proteins. Major components
that can induce or retard the motion of the DNA sliding protein include other proteins,
solvent, and DNA. In fact, the thermal forces that induce sliding through Brownian
motion are mediated by the same objects that can also retard the motion. We can
avoid confusing the issue by focusing only on the frictional or retarding forces. The
“other proteins” could bind only the DNA sliding protein or they too could bind the
DNA. These proteins might be actively sliding proteins, such as polymerases, or other
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passively sliding proteins. Since we are interested in how proteins slide on DNA, we
will not discuss explicit protein—protein interactions except for the important case of
a passively sliding protein affecting the active sliding of another, such as a DNA sliding
clamp attached to a DNA polymerase (see below). That leaves just the solvent and the
DNA to affect the sliding motion, i.e., to produce retarding forces.

Three drag terms. The solvent, through its viscosity, will affect the sliding accord-
ing to the shape of the protein. This “three-dimensional (3D) solvent drag” is the
same drag that occurs in ordinary 3D solvent-phase diffusion, and it is characterized
by frictional drag term ¢, which can be calculated by solving the Navier—Stokes equa-
tions. For simple shapes, o is given by the product of the viscosity of the medium, the
size of the protein, and a geometrical factor (a simple example is given below).

The DNA will affect sliding in two possible ways: (1) frictionless forces that
nevertheless create additional solvent drag by compelling the protein to take a longer
path (e.g., a helical one) through the solvent and/or to rotate while moving along the
DNA, and (2) frictional drag due to a series of energetic barriers that the DNA pres-
ents to the sliding protein. For simplicity in terminology, we call (1) “DNA-induced
solvent drag” and (2) “DNA surface drag.” Together, the 3D solvent drag, the DNA-
induced solvent drag, and the DNA surface drag constitute three drag terms that
completely describe the retarding forces for proteins sliding on DNA (Fig. 3.3).
What can create confusion is that observations of DNA sliding cannot usually detect
the actual path (e.g., rotations or revolutions) of the protein and thus assume simple
1D diffusion, sometimes called “effective 1D diffusion”. At least one author makes
a distinction between 1D and 2D sliding, with 1D/2D indicating that the protein is/
is not required to rotate as it slides, respectively [34]. This terminology has not been
widely followed; we and others simply describe both of these as “1D” diffusion that
either does or does not follow a helical path along the DNA.

In focusing on the passive sliding of a protein, sliding on DNA is most simply
characterized by the effective 1D diffusion constant, a quantity that can be measured
as previously discussed in Sect. 3.2. To date, over a dozen such diffusion constants
have been measured. The most striking feature of the diffusion constants listed in
Table 3.1 is that they span a very large range, covering four orders of magnitude,
and in a few cases a single protein ranges over three orders of magnitude. So far,
the fastest sliding proteins are AVP—pVIc, Ada (C terminus), and PCNA, with
diffusion constants of 1072 m?%s to 2x 107" m%/s. At the other extreme are the lacl
repressor and the Msh2-Msh6 repair protein, whose sliding is characterized by
diffusion constants as low as 2 x 107! m?%/s. (The sliding of SSB on single-stranded
DNA might be even slower [29], but it is not directly comparable to sliding on
double-stranded DNA because the structure of single-stranded DNA is so different
from double-stranded DNA). To put these numbers in perspective, we compare
them in two ways. First, we compare the measured diffusion constants with the
solvent-phase 3D diffusion constants of small molecules and proteins. Second, we
interpret the diffusion constants in terms of distance and time scales in sliding on
DNA. For the first, it may be helpful to point out that a “3D” diffusion constant can
be equally valid for characterizing 1D diffusion (recall that the Einstein relation
always uses the same diffusion constant, but changes through the factor n according
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Fig. 3.3 The three drag terms relevant to DNA sliding. From left to right: 3D solvent drag, the
drag that determines the “ordinary” diffusion constant for a protein in solution; DNA-induced
solvent drag, the “extra” solvent drag that a protein experiences while sliding along DNA due to
requirements to rotate or revolve around the DNA; DNA surface drag, the drag that a protein
experiences due to the DNA directly inhibiting the sliding of the protein

to the dimensionality). The projection of the 3D diffusion of a protein onto a single
coordinate axis is an idealized model of diffusion on a frictionless, rod-like DNA,
i.e., with neither DNA-induced solvent drag nor DNA surface drag. Therefore, the
3D diffusion constant can be viewed as the baseline 1D diffusion constant for slid-
ing on DNA. The actual diffusion constant for sliding on DNA will be reduced from
that by the DNA-induced solvent drag and DNA surface drag terms.

The 3D solvent drag. The diffusion constant for (3D) solvent-phase diffusion
decreases as the size of the molecule increases. The diffusion constant of water
molecules in pure water is about 3 x 10~ m%/s. Proteins typically exhibit diffusion
constants that are one or two orders of magnitude smaller. For a protein diffusing
in solution the diffusion constant can be estimated by Stokes—Einstein relation:

D=k, /o (3.4)

where kB is the Boltzmann constant, 7 is the temperature, and ¢ is the frictional drag
term introduced above. For the simplest case of a spherical protein, ¢ is given by:

o = 6TNR, (3.5)

where 7 is the viscosity of water and R is the radius of the sphere. The physicist’s infa-
mous spherical approximation is not as bad as it might appear. For example, we can
approximate the donut-shaped 3 clamp as a sphere, using a=4.5 nm, the approximate
cylindrical radius of the 3 clamp; and at temperatures 25-40°C (i.e., 298-313°K) this
gives an estimate of D in the range of 5x107!! to 8x 107! m%s. To avoid the crude
spherical approximation, one can also solve the Navier—Stokes equations numerically
for the molecular structure of the B clamp [35], using the program, hydropro [36].
At 27°C this calculation gives D=5.7x10"" m?/s, which agrees very well with our
previous estimate. These solvent-phase diffusion constants characterize 3D diffusion,
not necessarily diffusion on DNA; however, as reasoned above, the 1D diffusion rate for
the sliding clamp on DNA cannot be larger than its ordinary (3D) diffusion constant in
solution. Hence, we can postulate an upper limit for diffusion on DNA of D~ 107* m%s.
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The reported diffusion constants for the DNA sliding clamps are at least two orders of
magnitude lower than this.

The DNA-induced solvent drag. As described above, the nature of protein—-DNA
interactions may give rise to an induced rotation and/or revolution of proteins sliding on
DNA. In 1979 Schurr wrote a short report in response to early suggestions that low
effective diffusion constants for proteins sliding on DNA were due to large energy bar-
riers for proteins sliding on DNA, calculating the extra solvent drag that would occur if
the lacl protein were forced to rotate during its translocation along the DNA axis [37].
He introduced the DNA-induced solvent drag term (with other words) to compete with
the DNA surface drag term, and estimated for the lacl protein the DNA-induced solvent
drag was responsible for a two order of magnitude reduction in the effective diffusion
constant. To keep the model simple, and perhaps because of the lack of insights from
crystal structures of protein—-DNA complexes, Schurr assumed that the protein would
rotate on the DNA. He found for the total solvent drag the formula,

o = 6nnR| 1+(4/3) (2R/b) | (3.6)

where b is the distance along the DNA traveled in one rotation, about 3.4 nm for the
DNA double helix. In (3.6) the first term is simply the usual Stokes drag (Fig. 3.3a)
and the second term is due to the rotational drag (Fig. 3.3b). This model was recently
updated to include a term for revolution of a protein on the DNA [38], allowing one
to calculate the DNA-induced solvent drag for a nonrotationally symmetric protein
as well as for a particle attached to the DNA-binding protein, such as a bead or
quantum dot. The observation of rotation/revolution during sliding has been mostly
indirect. Using the fact that the rotational/revolutionary part of the DNA-induced
solvent drag has a 1/R® dependence on the radius of the protein (or similar for the
radius of the revolution) while the 3D solvent drag has a 1/R dependence on the
radius of the protein, Blainey et al. estimated the contribution of the DNA-induced
solvent drag for a handful of proteins based on the effective diffusion constant and
concluded that all undergo rotation-coupled sliding [31]. Different arguments for the
rotation-coupled sliding of PCNA have been made (see below) [24].

While it may be intuitive that some proteins would follow the helical form of the
DNA, by tracking a groove or the phosphate backbone, it is less obvious that
the DNA sliding clamps would be required to rotate while sliding — that is, sliding
on DNA more like a nut on a bolt than like a washer. To illuminate the subject bet-
ter, instead of using the above formula for o, we can reason as follows. If the
clamp were constrained to follow the groove of the DNA, it would be slowed down
by the additional viscous drag as the clamp rotated once around the DNA for every
10 bp or so of linear diffusion — what we termed “DNA-induced solvent drag”
(above). We can account for this drag by calculating the rotational diffusion con-
stant of the protein as it rotates on its axis. The hydropro program [36] gives a rota-
tional diffusion constant D =2.3x10° to 3x 10° rad*/s, depending on the axis of
the rotation. Using the average value and the rotational analog to the Einstein relation,

((92} =2D,t, (3.7)
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we find that it takes 7 ps to make a full rotation around the DNA helix. By contrast,
using the solvent viscosity-induced diffusion constant D~ 1071 estimated above, the
time it would take to linearly diffuse the distance of one helical turn by simple linear
diffusion is just 0.1 ps. Thus, if the clamp were constrained to follow the groove of
DNA and therefore rotate as it moved along the DNA, the viscosity of water would slow
the clamp down by a factor of about 70 relative to simple linear diffusion. This retarda-
tion is nearly as much as the factor of 110, estimated several decades ago by Schurr for
the lacl repressor, which turns out to bind to DNA with an altogether different topology
[37]. The factor of 70 would give an effective diffusion constant, D_ ~10""> m%s, that
would be measured in our experiments if the diffusion of the sliding clamp were gov-
erned only by the viscosity of water and the requirement to follow the groove of DNA
(i.e., the combined 3D solvent drag and DNA-induced solvent drag). Because our
experiments on the 3 clamp provided a diffusion constant estimate two orders of mag-
nitude smaller than this value, we have concluded that diffusion of the sliding clamp is
retarded well beyond these two drag terms. This implies that there must be significant
DNA surface drag (discussed below). It seems logical that the clamp would follow a
helical path at least while attached to the polymerase; however, our measurements nei-
ther confirmed nor refuted this tendency in the absence of the polymerase.

While it is reasonable to expect essentially the same behavior for the other major
DNA sliding clamp, PCNA, a first publication by Kochaniak et al. suggests otherwise
[24]. These authors report an apparent diffusion constant of about 1072 m%s, which is
what we have just predicted for the combined effects of 3D solvent drag and DNA-
induced solvent drag. Yet it may be premature to conclude that for PCNA there is
almost no DNA surface drag. First, Kochaniak et al. use two types of viscogens that
should differentiate rotational and translational motion, thereby finding evidence for
rotationally coupled sliding. Nevertheless, when a large quantum dot (12 nm in radius)
was attached to the protein, the protein-dot couple appeared to slide without any rota-
tion, prompting Kochaniak et al. to propose a second, much faster sliding mode that
was not coupled to rotation. They proposed that the apparent diffusion constant
reflects the sum of a fast linear diffusion and a slow rotationally-coupled diffusion:

D, =fD

e A=) D (3.8)

slow

where D, is 107" m*s or larger and f'is the fraction that diffuses at this fast rate. This
result leaves D, somewhat undefined since it can be close to 10™"> m?/s for a very small
fof ~12%, but D can be about 10-"* m*s for f~10%. Thus, resolution of this issue
awaits improved resolution in the experiments.

DNA surface drag. In addition to protein—solvent interactions, protein—DNA
interactions can play a major role in limiting the rate of sliding. Most proteins that
diffuse on DNA must first adhere, but for the adhesion to cause frictional drag, it
must vary as the protein moves. The electrostatic attraction between protein and
DNA, for example, does not necessarily create drag. When there is a sufficiently
large number of attractive interactions between proteins and DNA, a number of slip—
stick interactions can occur, converting kinetic energy of the whole protein moving
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into randomized kinetic energy of vibrational motions (i.e., molecular friction).
Thus, it is reasonable to postulate a series of local energy minima separated by ener-
getic barriers, where the local minima are due to attraction and adhesion between
protein and DNA, while barriers arise as these attractions vary with the changing
details of the intermolecular interactions. Therefore, while the presence of attractive
forces between the protein and DNA does not necessarily create drag, in practice
intermolecular drag is likely. It is interesting to consider that not all sliding proteins
must intrinsically adhere to the DNA. The DNA sliding clamps, owing to their ring-
like topology, could theoretically remain on the DNA in the absence of any attrac-
tive, sticking forces. We will return to these topics in Sect. 3.4 below.

By modeling a protein sliding on DNA as a particle diffusing in a rough poten-
tial energy well, it has been shown by Zwanzig that the roughness of the energy
landscape determines the diffusion rate [39]. In particular, the author shows that in
arough energy landscape characterized by an average barrier height of &, the effec-
tive diffusion constant D . due to the rough energy landscape can be related to the
diffusion constant in the absence of the roughness D by the expression,

D, = Dexp| - (e/k,T) | (3.9)

More precisely, this result is for a Gaussian distribution of barrier heights, where €
is the standard deviation of the distribution. Although, as Zwanzig points out, this
1D model cannot fully account for the multidimensional dynamics of proteins, it is
a useful phenomenological model, allowing us to estimate the energetics that give
rise to the drag involved in sliding. Other formulations, based on an Arrhenius
model, have been employed [22, 24, 40]. The form of Zwanzig’s expression means
that large differences in the diffusion constant can reflect small differences in the
roughness of the energy landscape. For example, we predicted a 3D diffusion con-
stant for the B clamp sliding on DNA of D~ 107'" m%s, and measured a diffusion
constant of D~ 107" m%s. If the entire difference in these two diffusion constants
was due to DNA surface drag, the average barrier height would be ~3 k,T. Slutsky
and Mirny suggest that free 1D diffusion requires energy barriers between positions
on DNA to be less than about 2 kT [6]. This result implies that the § clamp diffu-
sion constant D~ 10~"* m?/s must include DNA-induced solvent drag. Blainey et al.
and Gorman et al. estimated energy barriers from measured diffusion constants and
found that the estimated energy barriers were within the 2 kT limit [18, 22].
However, Gorman et al. found this to be the case only if the Msh2-Msh6 proteins
followed a helical path along DNA, revolving around the DNA with sliding (as we
just showed for the 3 clamp). More recently, Blainey et al. used Zwanzig’s formula-
tion to estimate energy barriers near 1 kT for several DNA-binding proteins (not
all included in Table 3.1) and provided evidence that the proteins track the groove
of DNA as they slide [31]. Overall, it appears that DNA surface drag is a dominant
factor in sliding. Even the fastest AVP—pVIc protein is retarded by an additional
factor of 2-5 by DNA surface drag above retardation due to the combination 3D
solvent drag and DNA-induced solvent drag [31].
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Distance and time scales. Next, we consider what the enormous range of measured
diffusion constants (Table 3.1) implies in terms of time and length scales. A natural
measure of distance along DNA is the distance from one base pair to the next, ~3.4 A
for B-form DNA, the conformation thought to be most prevalent under biological
conditions. Using the Einstein relation we have calculated (Table 3.2) the time it
would take a hypothetical protein to diffuse 1, 10 or 100 bp, as well as the mean
displacement that occurs in 1 ms. The fastest diffusing proteins (D ~ 107> m?/s) travel
over 100 bp in a millisecond. The slowest proteins scarcely move on the millisecond
time scale.

Sliding vs. hopping. In addition to the body of experimental observations, there
has also been a growing body of theoretical arguments concerning the movement
of proteins on DNA. In just the last few years several dozen theoretical papers have
been published. A recent paper by Wunderlich and Mirny on DNA target searching
gives a good summary of the latest theoretical developments for proteins that dif-
fuse only a certain distance along DNA (sliding mode) before dissociating from the
DNA (hopping or jumping mode) [10]. The average such distance is defined to be
the protein “sliding length,” (s) an experimentally determined parameter that is key
to the remainder of the analysis. The experimental determination of s can be, how-
ever, thwarted by the presence of very small hops, which, the authors point out,
would be missed by single-molecule observations. For some proteins, the theory
predicts very small hops, with a median distance of about 1 bp, but such small hops
could arguably be considered simply part of the sliding mechanism with one impor-
tant difference: hops are more likely to lead to jumps. Because such small hops do
not affect the diffusion constant, the authors conclude “the major contribution of
hops is to the duration of sliding rather than to its rate” [10].

Within the observational limitations of the various experiments it has been
difficult to separate true sliding from hopping. An approach to remedy this is
presented in the chapter of this volume on lacl diffusion by Wang and Austin. They
note that with millisecond dissociation times estimated for lacl, there is expected to
be a significant amount of hopping. In general, fast dissociation kinetics (short dis-
sociation times) can implicate hopping when compared to mean sliding times.
On the other hand, long dissociation times would indicate little hopping. At the
extreme are the DNA sliding clamps that not only display very long dissociation

Table 3.2 Effect of diffusion constant on mean time for three log displacement as well as the
mean displacement that occurs in 1 ms, based on the Einstein relation for one-dimensional diffu-
sion given by (3.1)

Time (us) Time (ms) Time (ms) Displacement
D (m?s) (for 1 bp) (for 10 bp) (for 100 bp) (bp) (in 1 ms)
1071 578 57.8 5780 1.3
1015 57.8 5.78 578 4.2
107 5.78 0.578 57.8 13.2
1013 0.578 57.8 (us) 5.78 41.6
102 57.8 (ns) 5.78 (us) 0.578 131.5

107" 5.78 (ns) 0.578 (ps) 0.058 415.9
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times but must be actively reloaded onto DNA. Such proteins are not expected to
display hopping. Nevertheless, in a sort of gray area in the definition of hopping, it
is possible that hop-like diffusion can occur where the clamp protein is not in
contact with DNA. This case would pose an important exception to the above theory
since the sliding clamp topology (closed ring around DNA) implies that hops never
lead to jumps (zero probability), and moreover, the clamp remains bound to the
DNA without the prima facie requirement for any overall protein—-DNA attraction.

In the earliest report of lacl sliding on DNA, it was noted that the protein—-DNA
interactions are dominated by electrostatic forces, a result gleaned from the sensitivity
of the sliding to the ionic strength of the solution [3]. In fact, this has become a
standard method for distinguishing hopping from sliding. In order to experimentally
increase hopping, one can increase the ionic strength of the solution. As mentioned
above, DNA sliding clamps cannot hop in the ordinary sense, but they can poten-
tially undergo hop-like diffusion (“ice skate” [41]). Kochaniak et al. found that the
diffusion coefficient of PCNA along DNA changed by only a factor of 2 upon a
13-fold change in ionic strength (from 41 to 541 mM). While this is a very small
effect, it may indicate some smoothening of the energy landscape due to interfer-
ence in transient ionic bonds between protein and DNA.

Other proteins may share at least some of the topological character of the DNA
sliding clamps. There is evidence, for example, that Rad51 and Msh2-Msh6 com-
plexes also form rings or “clamp-like” structures on DNA. In the case of Rad51,
this inference is made on the basis of (1) previous structural considerations, (2) lack
of helical extension of the DNA templates, (3) no observations of proteins moving
past one another, (4) implausibility of a helical form sliding so well along DNA
[32]. In the case of Msh2-Msh6, the sliding clamp model is consistent with both
crystal structures and electron micrographs that show the Msh2-Msh6 complex
completely encircling DNA. Gorman et al. suppose that the complex would have to
“at least partially unfold to allow dissociation, and this requirement for a large-scale
structural reorganization may account for the long time periods that Msh2—-Msh6 is
able to slide on DNA” [18]. “Hopping [of the complex] is inconsistent with the
finding that the diffusion coefficients were insensitive to salt concentration, differ-
ent proteins bound to the same DNA were unable to bypass one another, and they
were resistant to challenge with excess competitor oligonucleotide” [18].

Diffusion constants and biological function. While most of the research in the
area of passive sliding is aimed at proteins that slide (and hop, jump, etc.) in search
of targets on DNA, DNA sliding clamps must slide to serve their function. For
proteins that search for a target, the diffusion constant conveys a key aspect of the
speed of the survey search from a given starting point. For proteins that slide as
their primary function, the diffusion constant describes the drag imposed on that
function. The B clamp again provides an excellent example. The reported value of
D~ 107"* m?%s implies significant friction (attractive or sticky interactions) between
the protein and DNA, since this value is at least two orders of magnitude slower
than would be predicted for a protein of this size diffusing through water alone.
This may appear surprising since the polymerase III core (¢, 8 and € subunits)
replicates DNA approximately 50-fold faster when the 3 clamp is included in the
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reaction [42]. Nevertheless, we can reason that even the “slow” diffusion constant
is large enough to imply almost no friction for the DNA polymerase to work
against. In isolation the B clamp moves from one base pair to the next (0.34 nm) in
1/100th the time the polymerase takes to insert a single base (~1 ms). Note that the
polymerase, a Brownian motor, presumably also moves forward by random diffu-
sion on a submillisecond time scale, but each freshly inserted DNA base becomes
the ratchet tooth that prevents backward motion.

Even though the B clamp easily moves from one base to the next in just 6 ps,
longer distances require much more time due to the nature of diffusion (Table 3.2).
Since the B clamp spans a distance of about 12 bp on dsDNA (~4 nm), the time to
diffuse just one clamp width away is about a millisecond. We have suggested that
this relatively slow sliding of the clamp may play a role in preventing the poly-
merase—clamp complex from excessive drift during the polymerization process. It is
noteworthy that recent single-molecule observations of HIV reverse transcriptase (an
RNA polymerase that does not attach to a sliding clamp) recorded frequent events
involving polymerase sliding away from the polymerization site [28]. The relatively
slow sliding of the § clamp on DNA could mean that the attached polymerase need
not maintain contact with the DNA to keep its place on the template. Indeed, such a
feature may be required for efficient switching between polymerases and other DNA
replication and repair factors. It is known, for example, that in the absence of the 3
clamp, the main bacterial polymerase — the ¢ subunit — loses its grip on the template
and rapidly dissociates from the DNA. It is therefore plausible that the polymerase
often loses direct contact with the DNA during synthesis, especially during poly-
merase swapping events [43, 44]. During these transitions, it may be the 3 clamp that
maintains the correct position on the DNA. Thus, by sticking significantly as it
passes along the DNA, the 3 clamp may help prevent rapid polymerase drift.

Ultimately, do all DNA-binding proteins slide on DNA? Possibly not, but it may be
difficult to rule out any sliding. One can imagine proteins that cannot slide, for example,
because they are too stiff (see below). In some cases there is evidence that sliding does
not occur over long distances. One particularly interesting example is RecA which
facilitates homologous recombination by matching single-stranded DNA to a comple-
mentary region in double-stranded DNA. In complex with single-stranded DNA, RecA
was shown to reach its target on double-stranded DNA independent of its position,
indicating that it did not reach its target by sliding along DNA [45]. Nevertheless, this
work falls short of proving that RecA does not slide on DNA at all.

3.4 Models and Mechanisms of Sliding

3.4.1 Implications of Search

Results from theoretical treatments of DNA target search have implications for the
nature of sliding and hopping on DNA. Several reports, based on theoretical con-
siderations, suggest that many proteins interact with DNA in at least two modes.
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In one mode the protein slides and/or hops along DNA with high diffusion rate.
In another mode the protein binds tightly to a particular site and remains there.
Two DNA interaction modes provide an obvious solution to the apparent paradox
of protein sliding over great distances while also tightly binding to the specific
target sequence. The mechanism for switching between these modes invokes the
general idea that protein—DNA interactions are nonspecific during sliding/hopping
and specific during tight binding. One diffusion rate for each protein is probably
inadequate to describe target acquisition. During fast diffusion there is too little
interaction to detect the specific target. Therefore, a slower diffusion mode may be
required by the biology (and implicated by kinetics experiments). In the language
of proteins searching for a target, the two modes would be a fast diffusion over
nonspecific DNA and a slow diffusion close to the target site. This also seems to fit
with the crystal structures of proteins bound “specifically” and “nonspecifically” to
DNA (as discussed below). It should be mentioned that there has been some con-
troversy about the thermodynamics of such a switch. These considerations place
limits on the frequency of conformational changes that control the modes [46].

Kinetics studies over the past decade, such as those performed with EcoRI, sug-
gested that while proteins are sliding along DNA, they pause at sites that resemble
their recognition sites [47]. This provided evidence for a fast and slow mode of
sliding, fitting well with the aforementioned theories of DNA target search. From
X-ray crystallography, we have structures for a handful of proteins bound “specifi-
cally” to a DNA target or bound “nonspecifically” to generic DNA. These two
states are thought to be indicative of target binding vs. target searching, perhaps
revealing intermolecular contacts in sliding quickly vs. sliding slowly, and the large
differences in the intermolecular conformations have been interpreted in this way.
We will now discuss the theoretical arguments for multiple DNA interaction modes
and then the experimental evidence supporting this view. Work has focused on
analyzing crystal structures of proteins bound to DNA, as well as simplified simula-
tions and calculations. Although mechanisms largely remain unclear, some clues
are available from structural analyses and simulations, as discussed below.

3.4.2 Analysis and Implications of Crystal Structures

The ways in which proteins interact with DNA are varied. The protein may wrap
around the DNA partly or completely, may grab the DNA deeply with many intermo-
lecular contacts or barely touch the DNA, and may twist, splay, or sharply bend the
DNA. The nature of the protein-DNA interactions can strongly affect the structure—
function relationship of the complex, especially for enzymatic proteins such as the
restriction endonucleases. A decade ago Jones et al. published a summary of protein—
DNA interactions, analyzed from 26 protein-DNA complexes and compared with
some 36 protein—protein interactions [48]. The main findings were that the protein—
DNA interface is largely polar, the protein-DNA interactions are often mediated by
water molecules, and most of the protein-DNA contacts are to the sugar-phosphate
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backbone, not the bases. Positively charged arginine residues were the most likely to
be involved in the protein—-DNA interface, followed by polar threonine, asparagine, and
positively charged lysine residues. Among the least observed residues to contact the
DNA were the negatively charged aspartic and glutamic acid residues. Traditionally
the emphasis in the crystallography of protein—-DNA complexes was to understand how
specific sequence recognition occurs. Due to the high stability of the sequence-specific
complex, this turns out to be easier than obtaining structures for complexes with non-
specific DNA sequences. At that time the only structure of a protein bound to DNA
“nonspecifically” was the structure of EcoRV bound to noncognate DNA. This remains
an illuminating example when compared with the structure of the protein bound spe-
cifically to the cognate DNA (Fig. 3.4). The gist of the comparison is that there are
many fewer contacts overall and no contacts to bases in the nonspecific complex.
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Fig. 3.4 Comparison of protein—DNA interactions for specific (/eft) and nonspecific (right) binding
of EcoRV. Top: Axial views of the interactions. The proteins and DNA are represented by smooth
tubes of the respective backbones with each chain colored differently. The protein residues that
contact the DNA (i.e., with nonhydrogen atom centers that are within 3.8 A of any DNA nonhy-
drogen atom centers) are shown in licorice, with polar residues in green, positively charged (basic)
residues in blue. Bottom: Output of nucplot for the two crystal structures, detailing the protein—
DNA interactions [62]
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Moreover, while the dimeric protein completely wraps around the DNA in the specific
complex, the dimer is much more open in the nonspecific complex. There are more
than twice as many water molecules bound to the DNA in the nonspecific complex.
More specific/nonspecific pairs of structures of protein-DNA have been determined
since then, but the initial summary has remained valid. Nonspecific protein—-DNA
complexes are looser.

An important starting point for mechanistic knowledge of the sliding state is there-
fore provided by the very few crystal structures of protein-DNA complexes that
appear to capture nonspecific interactions. But how well do crystal structures of “non-
specific” protein—-DNA complexes reveal the freely diffusing/sliding state? On one
hand, the structures are clearly different from those that form when the specific target
is present. On the other hand, there is almost a contradiction between the concept of
a crystal structure and that of a nonspecifically bound sliding protein. In fact, vari-
ous tricks are employed to promote uniformity of complexes, as required for
crystallization. For example, the DNA sequence is often very similar to the target
sequence, leading to structures that are probably not completely representative
of nonspecificity. It is nevertheless hoped that at least some features of the nonspecific
state are revealed. In fact, assuming that there are two modes of sliding (i.e., fast
and slow search), near-specific structures may turn out to be more representative
of the slow mode. Perhaps then, the most relevant structures for understanding of
protein sliding are structures of proteins that do not specifically bind anywhere on
DNA. A prominent example is the DNA sliding clamps that, not surprisingly, resisted
cocrystallization with DNA until very recently. With all the inherent limitations of
static structures in the illumination of motion, protein—-DNA cocrystal structures may
give promising leads in understanding the mechanics of sliding.

Focus on DNA sliding clamps. As mentioned previously, DNA sliding clamps
are ring-shaped proteins that encircle DNA helix, topologically trapping DNA
inside the ring and providing a mobile platform to which DNA polymerases and
other proteins can attach. The fact that sliding clamps are present in all life forms
underlies the evolutionary success of this way of keeping other proteins in close
association with DNA. The oligomeric state varies among the kingdoms: the bacte-
rial sliding clamp (polIll B subunit or “P clamp”) is a dimer, while the eukaryotic
and archaeal sliding clamp (PCNA) is trimer. Despite these differences, all sliding
clamps have remarkably similar 3D structures featuring pseudo sixfold symmetry.
The central channel of sliding clamps is ~35 A in diameter, significantly larger than
the diameter of the DNA double helix in the canonical B-form (~24/°\). Since the
first determination of the structure of a DNA sliding clamp, the  clamp, in 1992
[35], these features have raised questions regarding the relative arrangement of the
clamp and the DNA. Does the clamp bind directly to DNA or can it “levitate” with-
out making direct contacts with DNA? What is the mechanism of clamp movement/
diffusion along the DNA?

Both biochemical and crystallographic studies have shown that the E. coli B clamp
can bind DNA directly [49]. The crystal structure of the f clamp—DNA complex
revealed that the plane of the clamp is not perpendicular to the DNA axis. Instead it
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is tilted by an angle of about 22° (Fig. 3.5). Since the central channel of the 3 clamp
is wider than the DNA double helix, the tilt allows the DNA to contact both sides of
the clamp channel (indeed both protomers of the dimer). The contacts to the DNA
are to the phosphate backbone. As we discussed above, the DNA sliding clamp
makes an unlikely target for crystallization. Indeed, several aspects of the crystal
structure are worth mentioning. First, the DNA is not completely double stranded. It
is a “primed site,” meaning that it has a four-base single-stranded 5’ overhang, and
there are half a dozen contacts of the clamp to the bases (not just the backbone) of
the 5’ overhang. Furthermore, due to the crystallographic arrangement, these ssDNA
contacts are with neighboring 3 clamps, not the 3 clamp penetrated by the dsDNA.
Thus, given these “crystallization artifacts,” it is fair to ask if B clamp binding to
DNA in solution shows similarity to what is observed in the crystal structure.

There are several lines of evidence suggesting that the [ clamp-DNA arrangement
seen in the crystal does closely reflect the situation in solution. First, a series of
molecular dynamics (MD) simulations have been performed in our own lab for the 3
clamp bound to 18 bp of DNA. This study starts with the DNA centered and aligned
to the central axis of the § clamp on DNA. We have found that the clamp quickly
adopts a tilted orientation in respect to the DNA, and the tilt angle relative to the
central 12 bp is actually slightly larger than that observed in the crystal structure of
B—DNA complex. In the simulations, the angle vacillates mostly between 20° and 30°.
(A snapshot created at 10 ns is shown in Fig. 3.5). Many of the same residues seen to
interact with the DNA in simulations were also identified as contacts by crystallogra-
phy (Barsky, unpublished results). In addition, our analysis of conserved residues in
bacterial § subunits (Venclovas, unpublished data) revealed that the majority of the
positively charged residues of the 3 clamp (Arg, Lys, His) interacting with DNA in
the simulations appear to be strongly conserved by evolution. Altogether these data
are consistent with the B clamp/DNA interaction in the crystal structure.

Having “verified” the plausibility of the crystal structure of the B clamp—-DNA
complex, we might now ask if there is anything special about how a sliding
clamp binds DNA (other than the enclosing topology) that might give a clue to the

protomer A

Fig. 3.5 Front and side views of the B clamp—-DNA complex from X-ray crystallography (left)
[49] and a snapshot at 10 ns from an MD simulation (right) showing a 30° angle between the
clamp axis and the DNA axis (Barsky, unpublished results)
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sliding mechanism. From the point of view of evolutionary conservation, there are
several other highly conserved charged residues that either might provide alternative
contacts (R176, H175) during 3-clamp diffusion on DNA, or (as in the case of K235)
might participate in binding in the same mode, but on a longer DNA helix than the
one in the crystal structure. The strong evolutionary conservation of positively charged
residues inside the inner channel is not surprising considering their anticipated role in
binding DNA backbone. However, the surprising finding is that a number of nega-
tively charged residues (Asp, Glu) lining the central channel that are as (or even more)
conserved as those with positive charges. Interestingly, these conserved acidic resi-
dues appear to be mostly interspersed between positively charged residues that either
contact DNA (as seen in the crystal structure) or could potentially contact DNA
(Fig. 3.6). Strong conservation suggests a potential role in clamp diffusion, perhaps
allowing Arg or Lys side chains to alternate between binding DNA phosphates and
forming salt bridges with neighboring Asp and Glu side chains on the clamp. This
might significantly lower the activation energy required for breaking charged interac-
tions with DNA phosphates during clamp movement on DNA. Evidence that protein—
DNA interactions can be weakened by the “masking” of positively charged residues by
forming salt bridges with nearby negatively charged residues has been reported [50].

Fig. 3.6 Crystal structure of § clamp/DNA complex (PDB ID: 3bep). The 3 clamp monomers are
shown in differently colored ribbons. The side chains of the most highly conserved positively
(Arg, Lys, His) and negatively charged (Asp, Glu) residues lining the inner channel are shown in
a space-filled representation in blue and red colors, respectively
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Our MD simulations of the 3 clamp show that only a small subset of the 24
positively charged residues interact for substantial times with the DNA. For exam-
ple, in the 18 bp simulation, only nine residues had contact times (ionic bonds or
salt bridges of 3 A or less between the protein and DNA) totaling more than 10%
of the simulation, while two pairs of residues (from each side of the dimer) con-
tacted the DNA more than 80% of the time. This supports the idea that key residues
dominate the protein—DNA interactions. This also lends some support to the “ice-
skating” model of interaction and sliding.

These observations for the § clamp on DNA may be relevant for other DNA
sliding clamps. In particular, binding at an angle has been observed for an X-ray
crystallographic structure of the yeast PCNA-DNA complex [51] and the structure
obtained by electron microscopy for the archaeal DNA ligase-PCNA-DNA
complex [52]. Again, while there are reasonable concerns about the relevance of the
crystallographic structure, MD simulations have shown that similar to the [ clamp,
PCNA quickly tilts with respect to the DNA axis [53]. Still, some concerns remain.
In the case of PCNA, the angle between clamp and DNA in the crystal structure is
substantially larger (40°) than what was reported from the MD simulations (20°).
In fact, the DNA is partly disordered and was by necessity modeled as a rigid body,
leading the authors to conclude that the orientation of DNA is not definitive [51].
The final structure was termed “an X-ray derived model” (PDB code: 3K4X). This
may indicate a highly dynamic complex — exactly what might be expected for a
sliding clamp on DNA. The differences in the crystallographic results for PCNA
and the 3 clamp are not easy to explain. Differences might be related to biologically
unimportant differences in how the crystals developed, or might be caused by fun-
damental differences between the two sliding clamps.

From data related to crystal structures, sequence conservation, and modeling, a
picture emerges wherein DNA sliding clamps make specific contacts only to the
DNA backbone in keeping with the “nonspecific” nature of the interaction. Contacts
are transient, and may be supplemented by additional possible contacts and moder-
ated by possible repulsive interactions. Despite the apparent importance of these
electrostatic interactions, the sliding of PCNA was only weakly sensitive to the ionic
strength — a tenfold increase in the salt concentration led to only a twofold increase
in the diffusion constant. The change was in the expected direction. Two recent
papers [54, 55] describing crystal structures of PCNA from halophilic archaea
(HvPCNA) may be informative in this respect. The inner surface of the archeal
PCNA is less positively charged compared to eukaryotic PCNA. The authors note
that “strikingly, the positive surface charge considered key to PCNA’s role as a sliding
clamp is dramatically reduced in the halophilic protein. Instead, bound cations
within the solvation shell of HYPCNA may permit sliding along negatively charged
DNA by reducing electrostatic repulsion effects” [54]. Perhaps future simulations
and experimental observations of diffusion will take up this suggestion.

Finally, we consider the two sliding clamp diffusion modes inferred by
Kochaniak et al. who suggested that in the slow mode the proteins follow the
DNA helix (undergo rotationally coupled sliding) but not in the fast mode [24]. That
the two diffusion modes are due to changes in the protein—DNA interactions is
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made especially plausible given the stability of the sliding clamp proteins. It is
unlikely that sliding clamps undergo the types of conformational changes that are
ascribed to other dual-mode sliding proteins. Another idea is that the tilt of the
clamp relative to the DNA could affect the diffusion rate. In fact, it may be argued
that since the sliding clamp has been observed to slide over 13-nucleotide ssDNA
loops and other secondary structures of DNA [56], it need not always remain
oriented in a particular way or follow the grooves of the DNA. Nevertheless,
whether the change is in helix tracking, in tilt, or both, it is unknown how a
particular state would persist while sliding over many base pairs. Perhaps the
solution lies in the details of the electrostatics — the particular placement of
charges — rearranged so that phosphate backbone would no longer be tracked.
Ionic bonds between oppositely charged side chains or long-lived bound ions
might accomplish this. Before the structures of DNA bound to the sliding clamps
were determined, it had been suggested that the clamps can “ice skate” along the
DNA [41]. This still might be true.

3.4.3 Modeling and Simulation

Monte Carlo simulations. Interesting Monte Carlo studies have predicted nonintuitive
behavior for proteins sliding on DNA. Dahirel et al. [57] showed by means of Monte
Carlo simulations and analytical calculations that there is a counterintuitive repulsion
between two oppositely charged macromolecules at a nanometer range. This predicted
force is thought to arise from a local increase of the osmotic pressure exerted by ions
trapped at the interface. For DNA-binding proteins with concave surfaces, and for
realistic protein charge densities, the authors predicted that the DNA—protein interac-
tion free energy has a minimum at a finite surface-to-surface separation. This defines
a separation distance at which proteins might easily slide on DNA. When a protein
encounters its specific target sequence, the proposed free energy barrier would be
overcome by favorable hydrogen bonds, thus enabling sequence recognition. In other
Monte Carlo simulations, Barbi et al. show that the consequences of specific site
recognition during the process of sliding over nonspecific sites produces “nontrivial”
sequence-dependent dynamics that do not necessarily resolve neatly into two modes
(or two effective diffusion constants) [40].

Electrostatics calculations and Brownian dynamics. Sun et al. [58] used electro-
static free energy calculations (based on numerical solutions of the Poisson—Boltzmann
equation) to take into account both energetic and structural considerations for BamHI
restriction endonuclease sliding along DNA. The authors equate nonspecific binding
with the sliding state, and they argue from experiments measuring the change in heat
capacity and the salt-dependence of binding that the nature of the protein-DNA
interactions is dominated by through-solvent electrostatics (no protein-DNA contacts).
There are a number of reports that nonspecific binding gives rise to negligible heat
capacity change, which Sun et al. and others ascribe mainly to a small change in the
hydrophobic contribution to the free energy. This, in turn, implies that there is little
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change in the hydration of the protein upon binding. Thus, nonspecific binding may
imply little contact with DNA, an inference that is at least partly supported by crystal
structures. Nonspecific protein binding is known to have a stronger salt-concentration
dependence, indicating that sequence nonspecific protein—-DNA interactions are
dominated by electrostatic forces. Sun et al. apply their modeling to the BamHI-
DNA complex. The authors argue that the nonspecific structure of the cocomplex,
where just 1 bp was changed from the cognate target sequence, does not represent
an electrostatic free energy minimum. To achieve the minimum energy state, the
protein would need to be tilted relative to the DNA axis, and moved away from the
DNA by ~15 A. The authors calculated the effect of protein revolution on sliding and
found that the protein would need to overcome a barrier of ~2.5 kcal/mol if it did
not follow the helical pitch. This barrier would arise from the requirement of cross-
ing from one major groove to the next. The authors also calculated Coulombic
interaction energies for charged residues interacting with DNA. Such interactions
were predicted to contribute significant favorable free energies (7-11 kcal/mol),
with some of the interactions over surprisingly large distances (up to 24 A). The
BamHI diffusion constant has recently been measured (Table 3.1), and it has been
inferred that the protein rotates while sliding [31]. It would be interesting to test the
prediction of Sun et al. that the specific mutation ES1K would affect the BamHI
sliding rate [58].

MD simulations. Of all the levels of modeling, by far the most complete and
detailed simulations are atomistic molecular dynamics (MD) simulations. We have
already discussed some results from our simulations of the 3 clamp in the section
on crystal structures. It is worth considering the feasibility of simulating the actual
sliding of proteins on DNA using molecular dynamics (MD) simulations. Currently,
state-of-the-art for MD simulations of roughly 100,000 atoms is on the order of
100 ns. Unfortunately, for even the fastest reported diffusion rates (D=3 x 10-'2m?/s),
one could expect to observe only about 2 bp of displacement in 100 ns (Table 3.2).
Given the flexibility of the DNA and the proteins, 2 bp of overall movement would
be difficult to observe unambiguously. Nevertheless, in 500 ns simulations, clear
displacements of roughly 5 bp should occur for this diffusion rate. We conclude that
the direct observation of sliding on DNA by MD simulation should be feasible in
the not-too-distant future.

3.4.4 Proposed Molecular Models of Sliding

Here we briefly speculate on the molecular mechanisms of sliding. In addition to the
previously mentioned “ice-skating” model of sliding, we propose two new models:
the “inchworm” and “centipede” models. In the inchworm model the protein has two
or more binding sites that independently bind the DNA and release it. If the position
on the DNA can change between binding events, sliding can occur. In the centipede
model the protein has many residues that can form attractive contacts to the DNA.
The exchange of these residues can lead to overall movement on the DNA.
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Halford postulates that what looks like sliding occurs by the same mechanism as
dissociation. “The transfer of the protein from one site to another 1 bp along the
DNA is likely to be similar to that for the dissociation of the protein into free solu-
tion: both processes involve the same number of bond-breaking events between
protein and DNA backbone. For example, a hydrogen bond between a particular
functional group on the protein and another on the DNA cannot be maintained
while the protein moves 1 bp along the DNA, as this movement, a 3.4 A transloca-
tion and a 34 degree rotation, must extend the length of the hydrogen bond to
beyond its breaking point” [59]. By this picture, all true sliding — as opposed to
hopping — would be some form of “ice-skating” where no bonds persist, and any
exchanging bonds are likely mediated by water molecules. This might be one
mechanism of sliding. However, evidence from X-ray crystallography suggests that
specific protein-DNA contacts may occur even when the two molecules interact
nonspecifically. Thus, there are likely other mechanisms of sliding.

In fact, the picture of sliding as a series of dissociation events inadvertently sug-
gests that true sliding almost certainly requires flexibility, either as global confor-
mational changes (e.g., an “inchworm” model), or as local side chain rearrangements
(e.g., a “centipede” model). Even hopping need not happen in a rigid, all-or-none
fashion. Protein flexibility could allow the protein to peel off the DNA, much the
way dsDNA can fray at the ends. The inchworm and centipede models both involve
partial binding and unbinding events in the sliding mechanism.

In the inchworm model in addition to the requirement for separate binding sites,
the protein must have internal flexibility to contract and extend so that binding and
release events effect translation on the DNA. Note that the requirement for more
than one binding sites is similar to what is required for intersegmental transfer
(Fig. 3.1). Because intersegmental transfer may involve multimeric protein com-
plexes, each monomer of which can bind DNA, it is not clear if any of the known
or suspected intersegmental transfer proteins can slide by the inchworm model.
Two known examples are Oct-1 [60] and APOBEC3G, an antiviral restriction factor
that acts on foreign single-stranded DNA [61]. Other candidates are the RecA pro-
tein and the single-strand binding protein, SSB. It would be interesting to investi-
gate whether any proteins that move by intersegmental transfer can also slide via
the inchworm model. Perhaps this can be tested by attaching a pair of FRET labels
to the protein and observing it move on stretched DNA where intersegmental trans-
fer is not possible.

In the centipede model the protein has many potential residue contacts with the
DNA. As contacts randomly break and reform, the collective effect is a random
walk of the protein on the DNA. Many attractive contacts would tend to promote
cooperativity and should slow sliding. If, however, many residues are available to
bind sites on the DNA (e.g., Lys and Arg residues that can bind phosphates on the
DNA backbone), the competition may actually accelerate sliding. Thus, we call this
variation of the centipede model a “cooperative/competitive” model of sliding. We
propose this model for the DNA sliding clamps in the slow mode. Residues that
may inhibit protein—~DNA binding, such as the conserved, negatively charged resi-
dues of the B clamp, can also accelerate sliding.
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3.5 Conclusion

Protein sliding on DNA has been shown to be of intense interest. Experimental
methods and theoretical treatments are progressing rapidly toward a mechanistic
understanding. The dynamics of protein sliding on DNA are challenging, yet clues
are appearing as experimental and simulation methods and resources improve.
Given this auspicious situation, it is anticipated that a bumper crop of testable
hypotheses will soon emerge regarding all aspects of protein sliding on DNA.
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Chapter 4
Role of DNA Conformations
in Gene Regulation

Ralf Metzler, Bram van den Broek, Gijs J.L. Wuite,
and Michael A. Lomholt

The topology of DNA plays an important role in the search of DNA binding
proteins for their specific target site on the DNA molecule, this search process
being at the heart of gene regulation. Connecting to recent single DNA measure-
ments, we provide evidence for the various mechanisms constituting the facilitated
diffusion model, in particular, one-dimensional motion along the DNA chain and
intersegmental jumps at points of close contact between chemically remote DNA
chain segments, mediated by DNA looping.

4.1 Introduction

Gene regulation in biological cells and viruses comprises the biochemical processes
involved in turning the information stored in genes, coding regions on a DNA
molecule, into the gene products, mostly proteins [1]. The regulation of a specific gene
is often modulated by external or intracellular signals. Commonly these signals influ-
ence the binding of certain DNA-binding proteins, so-called transcription factors, to a
specific binding, or cognate, site close to the starting sequence of the related gene. The
classical example for gene regulation by transcription factors is the regulation by Lac
repressor in the lactose metabolism of bacteria: in absence of lactose the Lac repressor
is specifically bound at the lacZ gene and prevents the biochemical reading out of the
genetic information. When only lactose and no glucose are present the Lac repressor
will not bind to the lacZ gene. Instead the catabolite activator protein (CAP) binds to
the Lac operon: the gene becomes activated, starting production of lactose-digesting
enzymes [2]. The binding of the transcription factor to its cognate site necessitates a
successful search of this transcription factor for its cognate site. This search is purely
stochastic, that is, based on diffusive processes. Originally this search was assumed to
be based on pure three-dimensional diffusion until location of the cognate site.
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Fig. 4.1 Diffusion-controlled reaction scheme according to the Smoluchowski theory. The search-
ing molecule with diameter d_diffuses in 3D to the target with diameter d. We view the searcher as
a point-like particle with dlffuswny D, and the resting target with effectlve diameter d  =d +d,

The diffusion control of such a search process was originally described by
Smoluchowski [3]. Assume that we have a single reaction centre, located at =0 in a
three-dimensional liquid environment. This “target” needs to be found by an ensemble of
reactants, whose volume density is n(r,f). In Fig. 4.1, we sketch the diffusion path toward
the reaction centre of one reactant. If we designate d as the diameter of the target and d,
as the diameter of the reactant, we can view the reactant as a point particle and the target
as having an effective diameter d . =d +d. Assuming that the reaction takes place on
encounter of the reactant with the target, Smoluchowski’s result for the resulting reaction
rate can be understood from the solution of the radially symmetric diffusion equation,

a_n _D 10 2 ,on il

ot 2ol or @.1
in the steady state, on(r,r)/0t=0. For the reactant density n(r.,r), we require that its
value is n(r,n)=n, far away from the target (i.e., for r— o), and that it vanishes on

the surface of the target. D, is the diffusion constant of the reactants. This problem
is solved by the steady state density

dg /2
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The rate constant for this reaction then follows from the stationary flux j  of reac-
tants onto the effective target surface, 4TE(deff/2)2, as
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which is exactly the Smoluchowski result [3]. Note that we normalised the reaction
rate such that it becomes a rate constant. This approach is reasonable as typically
the steady state is reached before the first particle actually arrives at the target
(“rapid equilibrium”). The on-rate k., has physical dimension [k}, ]=cm’/s.

For a typical transcription factor diameter of 5 nm, by Stokes’ formula, we
obtain D,, =~10’um’/s. Since the transcription factor can only recognise its cog-
nate site if it is situated right on top of its specific recognition sequence, we assume
a typical target site size of one base-pair corresponding to 0.3 nm. Consequently
k) = 10® /[(mol/1)-s] in biochemical units. Even though this number does not
include the time for the binding of the transcription factor itself, it is much slower
than some measured onrates: for the Lacrepressor, forinstance, k = 10" /[(mol/1)-s]
was found [4], albeit under unphysiological conditions [5]. The Smoluchowski
picture therefore cannot explain the stochastic process underlying the search of
some transcription factors for their specific binding site.

Indeed, simple three-dimensional diffusion is not the full answer to the problem:
the one-dimensional topology of the DNA chain, embedded in a three-dimensional
environment, gives rise to additional stochastic search mechanisms. These are (1)
one-dimensional diffusion along the DNA molecule, and (2) so-called intersegmental
transfers across contact points of the DNA chain due to DNA looping. During an
intersegmental transfer, the transcription factor is transiently bound to both DNA seg-
ments. This contrasts (3) intersegmental jumps between nearby DNA segments,
which will be treated as a distinct class among the three-dimensional diffusive mecha-
nisms in the following discussion of the role of DNA topology and conformations on
gene regulation. We focus on the case of dilute environments typically used in bio-
chemical experiments, such that we can treat the long DNA molecule as a polymer.

We proceed as follows. First, we review evidence for one-dimensional motion
along the DNA and discuss the physical mechanism. We then discuss the influence of
the full DNA topology and the search mechanisms that DNA coiling effects. We dis-
cuss intersegmental transfers, relating them to Lévy flights, and then intersegmental
jumps based on recent results from single DNA molecule stretching experiments.

4.2 Nonspecific Binding and 1D Motion Along DNA

Given their specific function, DNA-binding proteins must recognise a specific
(cognate) sequence of nucleotides among the megabases contained in the DNA.
Without actually opening the double helix, the outside of the DNA can be read by
proteins, as the edge of each base pair is exposed at the surface. These patterns are
markedly different only in the major groove of the DNA, such that gene regulatory
proteins generally bind to the major groove. Apart from single base pair pattern
recognition, protein binding is sensitive to special surface features of a DNA
region. In bacteria, typical DNA-binding proteins cover around 20 base pairs (Lac
repressor: 21, CAP protein: 16; A repressor CI: 17) [1].

The binding free energy of proteins to DNA involves two contributions [6, 7]: (1)
the (average) nonspecific binding free energy due to electrostatic interaction with the
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DNA; and (2) additional binding free energy if the sequence of the binding site is
sufficiently close to the best (perfectly matching) sequence. The transition from the
nonspecific binding is supposed to occur via a conformational change of the regula-
tory protein from one conformation that permits close contact between the positive
charges of the binding protein and the negatively charged DNA backbone to another
that allows more sequence-dependent hydrogen bond formation [8]. This is sup-
ported by more recent structural studies: While in the nonspecific binding mode, the
Lac repressor is bound to DNA in a rather loose and fuzzy way [9], it appears much
more ordered in the specific mode. In fact, in the latter case the Lac repressor
induces a bend in the DNA [10].! In the specific binding case, the additional binding
free energy can, to good approximation, be considered independent and additive.
Indeed, compared to the specific binding sequence for the protein, each additional
base-pair mismatch amounts to the loss of roughly 2 k,T';> the optimal value for the
transition between best specific binding to the cognate site and nonspecific binding
is approximately 16 kT below the specific binding energy [13]. This is quite close
to the value of 14 kT found for the difference between specific and nonspecific
binding for the A repressor in vivo, see [14] and cited literature therein.

The degree of nonspecific binding can become quite appreciable [15]. For
instance, in A virus-infected E. coli cells, the nonspecific binding free energy of the
repressor protein CI in vivo was estimated as 7 k,T, such that in a lysogenic state,
approximately 90% of all repressor proteins are indeed nonspecifically bound [14].
A similar value was found for the Lac repressor [16]. Nonspecific binding keeps a
binding protein close to the DNA for considerable times. While the exact mecha-
nism is not precisely known, this gives rise to an effective one-dimensional motion
along the DNA chain. This 1D diffusion can be quantified by assigning a so-called
sliding length: this is the typical length over which the 1D motion persists before
dissociation of the protein. The bare sliding length can be relatively short, some 25
bp has been measured [17]. However, once unbound from the DNA, a protein often
rebinds immediately and continues the 1D motion along the DNA. The resulting
effective sliding length before full detachment from the DNA can be of the order of
hundreds of bps [17], and therefore strongly influence the search dynamics.

The existence of sliding motion can be shown by restriction enzymes, that need to
keep their orientational direction between two successive binding sites [18]. On the
single DNA molecule level, the 1D motion of single-stranded DNA binding proteins
was demonstrated in an optical tweezer setup, revealing a one-dimensional diffusion
constant D, = 3.3 X 10~°cm? /s [19, 20]. Using fluorescently labelled binding pro-
teins, the diffusive motion of double-stranded DNA binding proteins along the
stretched DNA chain was observed [21], finding values for D, of the order of
107%cm?s. A similar value was obtained in [22], in which 1D motion events could be
distinguished from 3D excursions. Remarkably, 1D motion could also be observed
in vivo for Lac repressor in an E. coli cell, reporting D,, = 4.6x10™°cm’ /s [23].

'Similar behaviour is reported for restriction enzymes such as BamHI and EcoRV. See, for
example, [11, 12].

*Here, k, =~1.38x 10']°erg/K =3.30x10*cal/K is the Boltzmann constant, and 7 denotes abso-
lute temperature.
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4.3 The Facilitated Diffusion Model

Nonspecific binding and the effected one-dimensional motion along the DNA chain
give rise to a competition between different stochastic mechanisms. This is essential
as neither the three-dimensional volume search nor the one-dimensional sliding
under the given physiological conditions in the cell are effective search mechanisms:
one-dimensional search is very thorough and visits any point on the DNA on its path.
However, in one dimension a random walker also frequently returns to previously
visited sites. After some time, this one-dimensional search will oversample the DNA,
that is, visit sites repeatedly. In fact, the number of sites visited by a one-dimensional
random walker grows with the number n of steps like NV (n) = Jn, corresponding
to the expansion of the width of the probability distribution [24]. In contrast, for a
random walker progressing in three dimensions it is much more difficult to hit a small
target, as discussed for the Smoluchowski model before. This can be anticipated from
the fact that the fractal dimension of a Brownian trajectory is 2, and it is therefore
unable to fully explore a three-dimensional volume. However, once fully unbound
from the DNA, the searching protein can reattach to the DNA at an essentially uncor-
related site on the DNA. It is therefore advantageous that the protein intermittently
relocates in three dimensions before resuming its one-dimensional search.

In Fig. 4.2, we sketch different search mechanisms of a protein for its specific
target site (labelled O): apart from three-dimensional bulk excursions and
one-dimensional sliding, if the protein has two sites for binding DNA it may also
transfer directly from one location on the DNA to another, chemically distant seg-
ment, when both segments are close in the embedding space, due to looping of
DNA. Similarly mediated by DNA looping, a transcription factor with only one
DNA binding site may unbind from one DNA segment and immediately rebind to a
remote DNA segment, a so-called intersegmental jump (see the discussion below).
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Fig. 4.2 Schematic drawing of the search mechanisms relevant in the effective Lévy flight limit



74 R. Metzler et al.

4.3.1 The Effective Lévy Flight Limit

We may gain some insight into the consequences of the intersegmental transfer
mechanism in an approximation to the search for very long chains, neglecting
correlations between the unbinding position to the bulk of a transcription factor and
its point of rebinding to the DNA. For transcription factors with small nonspecific
binding and unbinding rates, its sliding length will be longer than the Kuhn length
(twice the persistence length), and we can treat the DNA as an annealed, flexible
polymer. From polymer theory, we know that the length ¢ stored in a random loop
of such a chain scales like [25]

py=107, 4.4

where c is the critical exponent for the contact probability. For a chain in a good,
dilute solvent ¢ = 2.2, while for a Gaussian chain ¢ = 3/2. As a transcription factor
can use this contact between two DNA segments that are remotely measured along
the DNA, but close by in the embedding space, to jump backwards and forwards
along the chain, this gives rise to the effective jump length distribution A(x)=| x|
[26]. Here, x is the one-dimensional coordinate measured along the DNA backbone.

Jump processes governed by a distribution A(x)=|x | (1< ¢ < 3) have diverg-
ing variance (x°) and are called Lévy flights. The number of distinct visited sites
for such a Lévy flight grows with the number of jumps n as N, (n)=n"“" as
long as ¢ >2, and as ~ n when c <2, [24]. Lévy flights with 2 < ¢ <3 therefore
exhibit less oversampling than a one-dimensional random walker. For 1 <c <2,
their mixing is as efficient as three-dimensional volume diffusion. When we com-
bine all three mechanisms, one-dimensional search along the DNA, intersegmental
transfers across DNA contact points, and three-dimensional diffusion, we see that
the Lévy jumps reduce the necessity of decorrelating bulk excursions to arrive at an
optimal search efficiency [26]. Having in mind a reduced bulk diffusivity effected
by molecular crowding in vivo, we therefore see that intersegmental transfers, or
the similar intersegmental jumps to be discussed below, may play an important role
in the search process of binding proteins for their specific target.

4.4 Manipulating DNA Coiling

4.4.1 Experimental Strategy

The influence of the DNA configuration on the search rate of DNA binding proteins
can indeed be probed experimentally by manipulation of a single DNA molecule
[27]. As shown in Fig. 4.3, a dual optical tweezers setup is used to suspend a single
DNA chain of length L = 6,538 base pairs (approximately 2.2um). This DNA
contains one specific binding site for EcoRV restriction enzymes, that were in
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Fig. 4.3 Dual optical tweezers setup. Suspended between two beads held in place by two optical
tweezers, the DNA configuration can be deliberately manipulated from an almost completely
stretched state to a totally relaxed configuration. At the midpoint of the DNA, a specific binding
site for EcoRV enzymes is placed. EcoRV may diffuse in the volume, move along DNA, or per-
form intersegmental jumps as shown in Fig. 7

@
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Fig. 4.4 Preparation of the dual tweezers experiment. See text

solution. After locating this site an EcoRV will cut the DNA double strand.
Figure 4.4 details how the experiment is prepared. In step I, plastic beads are
flushed into a multichannel flow cell, until eventually two beads are trapped in the
foci of the two laser beams. These beads are coated with streptavidin. Then, DNA
equipped with biotin at the extremities is flushed into the cell, and ultimately one
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DNA chain attaches to the two beads in step II. Step III introduces a buffer solution.
Finally, in step IV the EcoRV enzymes are introduced, by moving the DNA-
tweezers constructs quickly into the enzyme solution, defining the starting point for
the actual experiment.

Every second, the DNA is briefly stretched by a force in the range of 5-10 pN,
such that the stretching and subsequent relaxation of the DNA chain occurs on a
time scale of approximately 25 ms, much shorter than the separation between
successive stretching events. As long as the DNA remains intact the stretching leads
to a response force by the chain. Once cut this resistance vanishes. Thus, this
method allows us to measure the cleavage time of DNA with a 1-s resolution.

After each stretching event the two trapped beads resume a given preset distance
from each other. This distance is varied throughout the experiment, allowing us to
probe the influence of the degree of DNA coiling on the search efficiency of the
restriction enzymes. As shown in Fig. 4.5, we reach three distinct regimes. When
the trapped beads are far apart from each other the suspended DNA is almost

Fig. 4.5 Equilibrium configurations of the DNA chain in the dual tweezers setup. Reducing the
distance between the tweezer beads causes the chain to change from an almost stretched configu-
ration to the maximally relaxed coil state, when the distance between the ends of the DNA mol-
ecule equals its natural gyration radius. Finally the beads are so close that the suspended DNA is
squeezed out of the volume between the beads
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Fig. 4.6 Cleavage rate as function of the fractional extension of the DNA chain, for different salt
conditions. Note the distinct maximum at 100 mM NaCl. For each salt concentration the rates are
normalised to the respective value in the stretched configuration

stretched. The experiment is repeated for different bead-bead distances, until we
reach the maximally relaxed DNA configuration, that is, when the distance becomes
comparable to the natural gyration radius of the free chain. The experiment is
continued across this point, towards distances at which the DNA is expelled from
the volume between the beads.

In Fig. 4.6, we show the measured cleavage rate as function of the fractional
DNA extension, that is, the distance between the tweezer beads divided by the DNA
length. For physiological salt corresponding to 100 mM NaCl, there occurs a pro-
nounced maximum at a fractional extension of around 0.24. This number corre-
sponds to the maximally random configuration when the DNA size is characterised
by the gyration radius of the free DNA chain. The relative increase compared to the
almost fully stretched configuration is significant, about 1.7 for the chain length in
this experiment. Similar measurements were performed at different NaCl concen-
trations. Remarkably, the pronounced maximum seen in Fig. 4.6 is decreased
significantly at lower NaCl concentration. Also, at 150 mM salt concentration the
increase is strongly reduced (data not shown).

4.4.2 Theoretical Modelling

EcoRV restriction enzymes only possess one binding pocket for double-stranded
DNA. The intersegmental transfer mechanism considered in the original Berg—von
Hippel model therefore cannot occur. As we will see, however, a similar mecha-
nism may come into play when the DNA configuration is sufficiently relaxed. This
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is shown in Fig. 4.7, where we follow an EcoRV restriction enzyme moving along
the DNA chain. The effective one-dimensional motion mediated by nonspecific
binding combines sliding motion along the DNA and unbinding events followed
by immediate rebinding. During its translocation along the DNA backbone, the
DNA chain itself will move due to Brownian motion. This may induce looping and
form a point of close contact between the location of the restriction enzyme and a
remote (foreign) DNA segment. If the enzyme dissociates from the DNA it has a
chance to be captured by the foreign segment. We call this mechanism interseg-
mental jumping. Quite similar to intersegmental transfers this mechanism increases
the search efficiency in a way that strongly depends on the configuration of the
DNA chain.

To capture in a quantitative description facilitated diffusion with intersegmental
jumping, we consider the generalised diffusion equation [28]

a y 82 ns 7
né); 1) _ (Dmy_ koff]n(x,t) —j()8(x)+ G(x,1)

4.5)

+k:fsfj‘_mdx/£ dt W, (x—x,t—t)n(x,t).

for the line density n(x, f) of enzymes on the DNA, measured along the chemical
coordinate x along the DNA chain. In (5), the first term on the right hand side rep-
resents the one-dimensional motion along the DNA with an effective diffusion
constant D, . The second term is the off rate for proteins unbinding from the DNA
into the bulk after nonspecific binding. The third term is the flux of EcoRV restric-
tion enzymes to the specific binding site placed at x = 0. These enzymes are being
removed by the incorporated & sink. The associated boundary condition reads n(x, f)
=0 at x = 0. The last term in (5) is a convolution that relates the unbinding from the
DNA at position x”at time ¢, with the rebinding at x and ¢. This relocation is medi-
ated by the kernel W, that will be considered below. Finally, G(x, r) denotes the
virgin flux onto the DNA of enzymes, that have not been bound to DNA
previously.

Similar to the derivation of the Smoluchowski result (3), we derive the steady
state solution for the binding flux j, = k,n; from (5) [28]. Here, we denote by
n,, the one-dimensional density of proteins on the DNA at nonspecific equilib-
rium, and k,, dyined through

L [dq 1
kKl=|] ==L 4.6
1 L 2n Dldq2 + k:fsf(l - ?\’bulk (9)) 0

is a rate constant for the target search on the DNA. We here introduced the Fourier
transform A, (¢) of the distribution A, (x) of relocation lengths mediated by bulk
excursions. This quantity is defined in terms of the relocation kernel W, | (x, 1) as

follows:

M (@)= [t~ dxe W, (1), 4.7
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1
protein sliding/hopping
2
DNA Brownian motion
3

intersegmental jumping

Fig. 4.7 Schematic view of the intersegmental jump mechanism. In panel 1 an EcoRV enzyme is
moving one-dimensionally along the DNA chain, mediated by sliding and hops, short-distance
volume excursions with immediate rebinding. While the enzyme is close to the DNA, the chain
itself may come in contact to a remote segment due to random looping, as shown in panel 2. After
dissociation from the DNA, the enzyme has a relatively high chance to be captured by a remote
(foreign) segment at the contact point, as sketched in panel 3
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The desired rate constant with respect to the bulk density of proteins away from
the DNA chain is therefore

kon = szl ° (48)

Pk

4.4.2.1 Straight Rod Configuration

Let us first consider the case of a straight rod configuration of the DNA chain,
corresponding to the top panel in Fig. 4.5. In this case, the relocation kernel W, , (x, 1)
may be obtained from the cylindrical diffusion equation [28]. We can distinguish
two limiting cases based on the nonspecific binding rate of enzymes with the DNA,

k™, as defined by the equilibrium condition® n™k®=n_ k":
on eq off bulk “on

1. In the high diffusivity case k<D, , the rate of nonspecific binding limits the
binding of the enzymes: each enzyme after unbinding relocates by a long distance
and becomes essentially uncorrelated from the previous binding spot. This
effects the search rate

k., =21k, (4.9)

Thus, a protein that binds within the sliding length [, of the target site is able to
locate the target. This sliding length is defined as

D,
I, = |2 4.10
I kuff ( )

2. Conversely, when k>D,  the enzymes rebind quickly after unbinding from the
DNA. This leads to frequent revisits to previously sampled sites (oversampling)
and thus to a reduced target search rate compared to the expression given by (9).
The asymptotic result becomes

k,, ~4n D, 15" /[In(lS" /71,017, (4.11)
where r,_ is the interaction distance between enzyme and DNA. We can define the
effective sliding length

an
= |—=—1, 4.12
sl (ZTC D3d) sl ( )

that can be interpreted as the regular sliding length renormalised by immediate
rebinding events [29]. Result (11) is essentially equivalent to the Smoluchowski

3Note that the dimensions are those of a rate for [k¥]=s"", a line density [n*]=cm™', and a volume
concentration [, . J=cm. Therefore, the nonspecific reaction rate has the dimension of a diffusivity,

bulk-
[k™]=cm?s.
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result, the target size being replaced by the effective sliding length, sometimes
referred to as the antenna effect. We note that this approach leads to the same result
as the original study by Berg and Ehrenberg [29].

4.4.2.2 Coiled DNA Configuration

While the mechanism of intersegmental jumping is quite intuitive, it is not that easy
to actually calculate the relocation kernel W, in this case. However, we can
introduce a number of physically reasonable approximations to interpret the major
effects. First, we treat the DNA chain as an array of locally straight segments whose
length (Kuhn length) corresponds to two persistence lengths. With the density /,
of DNA (with dimension of length per volume) around a given segment, we further-
more assume that we are in the dilute limit, and the typical distance 1/ m
between segments is much larger than the interaction radius r, of DNA and search-
ing enzymes. We obtain the following form of the Fourier transform (g <> x) of the
relocation kernel,

Woure (1) = Wi (40P (1)
foreign _ o 4.13)
—WS%O Wa(g=0.0)dr.

The first term on the right-hand side stands for proteins that return to the original
segment without being captured by foreign segments. Those captures occur with
probability 1-P ¢"(¢) and are represented by the second term, in which the factor
6%0 is a result of the assumption that a capture by foreign DNA segments leads to a
long relocation measured along the DNA contour. These captures by foreign
segments are exactly the intersegmental jumps.

Extracting values of k numerically, one finds that the significance of the
intersegmental jumps is small when the effective sliding length /¢" is small in
comparison to the typical distance between DNA segments: k will only be
slightly larger than the corresponding value for a straight configuration of the
DNA. However, the density of DNA segments [, is in many situations enhanced
compared with the density of a freely fluctuating semiflexible polymer. This
enhancement can, for instance, be mediated by supercoiling, attraction between
segments induced by multivalent ions, or compaction by various kinds of
proteins.

4.4.2.3 Salt Effect

In a quantitative modelling it is not trivial to include the salt dependence, as
many model parameters become affected. For low NaCl concentration, the
experiment can be described in terms of a local DNA density obtained from the
worm-like chain model for DNA with persistence length {’p ~ 50 nm. At higher



82 R. Metzler et al.

NaCl concentrations and simultaneous presence of divalent Mg?* ions [in our
experiments 5 mM Mg?* were used] attractive interactions between DNA seg-
ments arise [30, 31]. With reasonable values for this density the observed search
rates can be explained, for details, see [27]. Since EcoRV has only one DNA
binding site and therefore cannot perform intersegmental transfers, this experi-
ment is a direct proof for the existence of intersegmental jumps. We note that
the increase of the search rate effected by intersegmental jumps should be fur-
ther pronounced when DNA is packaged, for instance, in a cell. A similar
increase by a factor of 3—4 was in fact observed in supercoiled versus relaxed
plasmids [32].

4.5 Conclusions

Our current understanding of the basic pathways of gene regulation to a large
extent reaches back to the work of Lwoff on bacteriophage infection of E. coli.
In his 1953 review article, Lwoff discusses how, after infection of the host cell,
the viral DNA is silently replicated, until eventually it becomes active and leads
to production of new viruses [33]. Culminating in the work of Berg and von
Hippel, the microscopic stochastic basis of gene regulation, that is, the search of
a transcription factor for its specific binding site on the DNA, could be under-
stood in terms of the facilitated diffusion model [6]. With modern single molecule
tools, we are now able to look even more closely into the machinery of gene regu-
lation. Thus, we are able to follow single proteins on their pathway, and we can
probe the individual mechanisms involved in the regulation process. Here, we
focused on the active role played by the DNA molecule itself and showed that its
configurational fluctuations assist the search of binding proteins for their specific
target site.

In a living cell the situation changes drastically. Even in bacterial cells the DNA
is compacted in the centre of the cell, while in eukaryotes the DNA is stored in a
hierarchical array in the chromosomes. Moreover the cellular environment is all but
dilute. Indeed the cell volume is occupied by larger biomolecules to volume frac-
tions around 40%. These features induce drastic effects to the dynamics of gene
regulation. First, the three-dimensional motion of large biopolymers such as
mRNAs becomes subdiffusive [34]. For typical binding proteins subdiffusion was
also claimed [35, 36]. Even if on relevant time scales there is no subdiffusion, a
non-negligible reduction of the bulk diffusivity may arise. Second, packaging and
molecular crowding will limit the DNA mobility, and contact points become more
permanent, and possibly more specific. Finally, the DNA is decorated with a mix-
ture of binding proteins, both specifically and nonspecifically bound, with interest-
ing effects on the one-dimensional motion along the chain [37]. It is a veritable
challenge to come up with a new picture of in vivo gene regulation, and to under-
stand how systems with nanomolar concentrations of a certain transcription factor
can be extremely stable.
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Chapter 5

Recognition of Nucleic Acids by Transcription
Factor NF-xB

Gourisankar Ghosh, De-Bin Huang, and Tom Huxford

5.1 Introduction

NF-«B is an inducible transcription factor that responds to diverse stress signals by
regulating the expression of a large number of genes [29]. At the heart of its orches-
trating appropriate cellular responses to potentially toxic stimuli lies the ability of
NF-«B to bind specifically and with high affinity to target DNA within the promoters
of target genes. In this chapter, we review NF-xB binding to nucleic acids from the
perspective of the wealth of structural information that is available on the subject.

5.2 The Rel/NF-xB Family

NF-kB refers to a class of eukaryotic transcription factors formed through the
combinatorial assembly of five polypeptide subunits into homo- or heterodimers.
The founding member of the NF-kB family subunits is c-Rel, which was discovered
in 1984 as a proto-oncogene [79]. Its oncogenic version, v-Rel, is encoded by the
reticuloendotheliosis virus strain T (Rev-T) as a recombination product of the avian
c-rel gene and Rev-A [7, 30, 79]. In v-Rel, 2 N-terminal and 118 C-terminal resi-
dues of c-Rel are replaced by viral Envelope-derived residues. Thus, v-Rel is an
Env-Rel-Env fusion protein, which is constitutively expressed, resides in the
nucleus of infected cells, and confers a distinct gene expression program. Consequently,
Rev-T expression of v-Rel causes severe lymphomas and transforms fibroblasts
[4, 54]. The discovery and cloning of the Drosophila developmental factor Dorsal
revealed it to be a protein that shares significant N-terminal sequence homology
with c-Rel and v-Rel [73, 74, 79]. Within a few years of these initial discoveries a
constitutively active nuclear transcription factor was identified that was found to
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bind with specificity to a 10 bp DNA element within the intronic enhancer of the
immunoglobulin kappa light chain gene in B cells [70, 72]. The factor was conse-
quently named nuclear factor kappa B (NF-kB) and the DNA element that it recog-
nized was dubbed the kB site.

Shortly after its initial discovery it was determined that NF-kB is, in fact, present
in all cells. However, and in spite of its original discovery in the nucleus of mature
B cells, NF-xB was found to reside predominantly in an inactive state within the
cytoplasm of resting cells [69]. This inactive NF-kB was purified and shown to be
a trimeric complex consisting of an inhibitor protein, referred to as the inhibitor of
kappaB binding (IkB), and an NF-kB heterodimer composed of 50 and 65 kDa
polypeptides. Treatment of the inactive trimer with the mild detergent deoxycholate
was shown to cause dissociation of the inhibitor protein, indicating that it binds
NF-kB noncovalently, and convert NF-kB into its active state capable of kB DNA
binding [1]. Analysis of the cDNAs encoding the two NF-xB subunits revealed that
p50 and p65 (also called RelA) bear homology not only to one another, but also to
v-Rel, c-Rel, and Dorsal. The N-terminal portion of approximately 300 amino acid
residues in length that is conserved within each of these polypeptides is referred to
as the Rel homology region (RHR) [6, 26, 39, 52, 59, 64]. Two additional polypep-
tides, RelB and p52, were subsequently discovered to contain an N-terminal RHR
[5, 51, 65, 67]. Together, RelA, RelB, c-Rel, p50, and p52 constitute the entire
mammalian family of NF-kB subunits (Fig. 5.1). During cloning of the p50 and p52

RHR
[ |
RelA TAD
551

RelB LZ TAD

1 100 580
cRel TAD :

620
p52
1 38 223 343415

p50 _i}_hl!ﬁ!l-l.m.%l@ﬁ

1 40 245 365 431

Fig. 5.1 Domain organization schematic of the mammalian NF-kB family subunits. The Rel
homology region (RHR) consists of two folded domains referred to as the N-terminal domain
(NTD) and dimerization domain (DD), which are linked by a short flexible linker. A nuclear
localization signal (NLS) is located at the extreme C-terminus of the RHR. C-terminal to the RHR
in RelA, RelB, and c-Rel is a transcription activation domain (TAD). The p50 and p52 subunits
lack inherent transcriptional activation potential and contain a glycine-rich region (GRR)
C-terminal to the RHR. RelB is unique in that it contains a short leucine zipper motif (LZ)
N-terminal to the RHR. Amino acid numbering is taken from the mouse sequences
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polypeptides it was discovered that these two subunits represent the mature
processed products of the pl05 and pl00 precursor proteins, respectively. The
immature precursors contain p50 or p52 within their N-termini while their
C-terminal regions display homology to IkB [2].

The first three-dimensional structures of the RHR were produced by X-ray
crystallography of a homodimer of NF-kB p50 subunits bound to two related kB
DNA variants. These analyses revealed that the RHR is composed of two immu-
noglobulin-like folded domains (Fig. 5.2). The N-terminal domain is approxi-
mately 200 residues in length and is primarily responsible for sequence specific
binding to kB DNA [25, 55]. The C-terminal dimerization domain is around 100
residues in length and is responsible for subunit dimerization. Several basic resi-
dues from the dimerization domain also contact kB DNA in a nonspecific man-
ner. A short linker of roughly 10 residues in length connects the two domains.

Cc

NLS

53RRY E H o

238 K 245

dimerization
domain

loop L5: SozDVHRQFSOT
loop f-Bg
loop Bt-Bg: 333RKksDLE33®

N-terminal
domain

Fig. 5.2 A ribbon diagram representation of the folded structure of RHR. A single NF-xB p50
subunit RHR is depicted in its DNA-bound conformation. The individual domains are labeled as
well as the linker, NLS, and the N- and C- termini. The amino acid sequences from portions of the
molecule discussed in the text are given in single letter code on the /eft. The positions of amino
acids that make DNA base-specific contacts with kB DNA are indicated as red spheres in the
structure. The corresponding amino acids are also highlighted in red
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The linker contributes one basic residue that makes critical base-specific contacts.
It also affords significant motion of the two folded domains relative to one
another. Beyond the C-terminal dimerization domain lies 10-20 additional residues
that are mostly disordered when the RHR adopts its DNA-bound conformation.
Embedded within this flexible polypeptide segment is a type I nuclear localiza-
tion signal (NLS). Consequently, this region is critical for migration of NF-xB
from the cytoplasm to the nucleus. Furthermore, it has been shown that the
nuclear localization signal-containing segment is important for NF-kB binding to
inhibitor IxB proteins [37, 47].

5.3 NF-xB Dimerization

NF-kB dimers are formed through symmetrical interactions between one beta-sheet
from each of the C-terminal immunoglobulin-like dimerization domains of the
complex. X-ray crystal structures for the dimerization interface of several NF-xB
dimers are known and, with the exception of the RelB homodimer, they all exhibit
a similar architecture (Fig. 5.3). Up to 12 residues from each subunit contribute
directly to formation of the dimer interface. Dimerization of the NF-xB p50
homodimer has been studied extensively by combined site-directed mutagenesis
and biophysical characterization [17, 28, 71]. These experiments indicate that only
a few of the amino acids at the interface contribute energetically, while others are
either regulatory or do not affect dimer stability. Tyr267, Leu269, Ala308, and
Val310 (throughout this review we will use murine pS0 numbering) form a hydro-
phobic core, which constitutes the hot spot of the interface. Mutations of Tyr, Leu,
and Val to alanine significantly weaken pS0 homodimer stability. The methyl group
side chain of Ala307 fits neatly into this core and larger side chains cannot be
accommodated. There are at least two residues at the interface, Asp254 and Phe307,
that function to discriminate binding partner selection. The side chain of Asp254
symmetrically opposes another Asp254 from its dimer-forming p50 subunit partner
in an interaction that is unfavorable (Fig. 5.3b, top). The substitution of Asp254
with Asn200 in the NF-kB RelA subunit allows for a perfect hydrogen bond to
form at the dimer interface of the pS0:RelA heterodimer. This serves to explain, at
least in part, why the NF-kB p50:RelA heterodimer forms with greater stability
than does the p50:p50 homodimer. Similarly, Phe307 slightly destabilizes the
p50:p50 homodimer as evidenced by the fact that its mutation to Ala yields a more
stable p50:p50 homodimer. This Phe307 position is substituted to Val in RelA and
c-Rel. The bulky and branched side chains maintain a suboptimal distance between
subunits weakening the overall dimer stability.

The dimerization domain of RelB forms a domain-swapped homodimer in vitro
(Fig. 5.3) [35]. Surprisingly, all the critical dimer-forming residues in RelB are
either identical or homologous to other family members. Therefore, it is difficult to
rationalize by simple observation alone just why the interfacial residues in the RelB
homodimer do not adopt the same side-by-side dimerization architecture exhibited
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Fig. 5.3 The NF-«B dimer interface. (a) On the left is depicted an overall view of the NF-xB
p50:p50 homodimer DD as a ribbon diagram. The individual beta-strands are labeled (a—g’) and
the amino- and carboxy-termini are labeled (N and C, respectively). On the right in ball-and-stick
representation are shown the amino acid residues that participate in inter-subunit hydrogen bond
contacts at the dimer interface. Dotted lines denote individual hydrogen bonds. (b) The left panel
contains a ribbon diagram representation of the RelB homodimer DD. The two identical inter-
twined RelB subunits are represented in orange and grey. On the right is depicted the same
segment of the open interface of the intertwined RelB dimer is shown as in p50. Note the absence
of hydrogen bonds at the RelB:RelB dimer interface

by the other NF-xB dimers. One possibility is that residues outside of the dimer
interface indirectly play a role in guiding the proper formation of NF-kB dimers.
Indeed, we have observed that the folding stability of the RelB dimerization domain
as well as the N-terminal immunoglobulin-like domain is low, leading to rapid
degradation of the entire protein in cells. RelB preferentially forms heterodimers
with p50 and p52 in vivo. Both RelB:p50 and RelB:p52 exist as regular side-by-
side dimers and their interactions at the dimer interface are conserved. These obser-
vations suggest that energy gained from proper interactions at the interface also
helps stabilize folding of the RelB dimerization domain [22, 53]. Consistent with
this domain stability model of side-by-side dimerization, specific mutations at the
p50:p50 dimer interface aimed at disrupting dimerization resulted in a domain-
swapped dimer [15].
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Taken together these structural observations suggest that domain folding stability
plays an important role in NF-kB dimerization. Interestingly, the RelB homodimer
is not observed in vivo as it degrades rapidly [48]. This further supports the idea that
the RelB domain fold is unstable and that in the absence of p50 or p52 binding part-
ners it undergoes rapid degradation by cellular proteases. Consistent with this notion,
investigators have identified several mutations in other NF-xB subunits that result in
their failure to participate in direct interactions across the dimer interface. For
example, mutation of Cys216 to Ala destabilizes RelA homodimer formation [23].
The cysteine residue projects into the core of the RelA dimerization domain and its
mutation to alanine may destabilize RelA folding altering dynamics and, hence,
interactions at the subunit interface [32]. Similar roles for noninterfacial residues in
the modulation of NF-«B dimerization have been reported for v-Rel and RelB [46,
57, 66]. One report showed that RelB and RelA form a heterodimer only when RelA
is phosphorylated at Ser276 [49]. This serine is part of a surface loop Bf-fg that lies
outside of the dimer interface (Fig. 5.3). Therefore, phosphorylation must work
indirectly to enhance the RelB:RelA heterodimer formation. In conclusion, NF-kB
subunits display differential preferences for dimerization among the family members
and the selection of dimerization partner is dictated by amino acid positions both at
the dimer interface and outside of it. The physiological consequences of dimer for-
mation selectivity are that some NF-kB dimers, such as the p50:RelA heterodimer,
are more abundant in cells while others, such as the RelB:RelB homodimer, are not
observed at all or form only under specialized conditions. As we continue to discuss
below, the various NF-kB homo- and heterodimers also select for slightly different
xB DNA target sequences.

5.4 B DNA Response Elements

NF-xB dimers are DNA-binding transcription factors that recognize DNA with
sequence specificity [69, 72]. One of the surprises at the time of its discovery was that
the NF-xB DNA recognition element was short — only 10 bp long. Subsequent to its
identification, the NF-xB binding site was found to be included in genomes of several
animal viruses, such as human immunodeficiency virus (HIV-1), SV40, and cytomega-
lovirus (CMV), as well as located within the promoters of multiple human and mouse
genes, such as the MHC class I and interleukin-6 [36, 42-44]. Comparison of these
sequences led to the identification of a consensus element for NF-xB binding. The criti-
cal feature of this consensus is the presence of a 5'-GG at both ends while the central
part of the sequence displays greater variation. Now, 20 years since the first report of
the consensus NF-kB binding site and after the discovery of hundreds of its variants,
the consensus sequence for NF-kB binding remains: 5-GGGRNWYYCC-3', where
R=AorG;N=A,C,G,orT; W=AorT; and Y=C or T (Table 5.1). All NF-xB binding
sequences that in principle follow this consensus are known as kB sites or kB DNA.
The expression of several hundred genes is now known to be regulated by
NF-kB and the ability of the kB DNA sites within these genes to drive transcription
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Table 5.1 A short list of kB DNA sites recognized by NF-xB dimers

a

55GGGRNWYYCC
5-4-3-2-1 0+142+3+4

HIV 5‘GGGAC1’TTCC

-5-4-3-2-1

b

MMPS 5'GGGGTT
-5-4-3-2-1 0 +1+2+3+4+5

(q)
N
N
N
N

C
IL-8 55GGAAATTCC
-4-3-2-1 0 +1+42+3+4
IL-2 55GGAATTTCT
-4-3-2-1 0 +1+2+3+4
IRF-7 5'GGAAACTCC
-4-3-2-1 0 +1+2+3+4
TNC 5'GGGAATTCC
4-3-2-1 0 +1+2+3+4

d
kB-33 5'GGAAATTTCC
-4-3-2-1 0 +1+2+3+4+5
CCR7 5' GCTTTTT
-5-4-3-2-1 0+1+2+3+4
CCND1 5'¢ GAGTTTT
-5 -4-3-2-1 0 +1+2+3+4

(a) kB sites preferably bound by the NF-xB heterodimers with p50 or p52 as one of the subunits.

Consensus sequence is at the top

(b) kB sites preferably bound by p50 and p52 homxodimers

(c) kB sites bound by RelA and c-Rel homodimers

(d) kB sites showing only half site specificity. The ideal half sites are marked by highlighting the
signature G nucleotides in color. The nonideal half sites are marked by highlighting disallowed bp

at position +3 in color

has been confirmed experimentally. All NF-xB target genes contain at least one kB
DNA site within their promoters. Most often these sequences are found within
500 bp upstream of the transcription start site. However, in a few cases the kB sites
are located several kbp up- or downstream. Identification of the kB DNA sites that
drive transcription of some chemokine genes such as ICAM, IL-8, and GM-CSF
clearly revealed a shortened B site. In these cases, one 5'-G is absent leading to
identification of a new kB DNA subclass with the 9 bp consensus:
5'-HGGRNWYYCC-3' (H=A, C, or T) (Table 5.1c). Finally, a few of the func-
tional kB sites contain an extra C (underlined) at the 3’ end resulting in an 11 bp
consensus: 5'-GGGRNWYYCCC-3". The significance of an absent 5'-G or addi-
tional 3'-C was not originally obvious. With very few exceptions, kB DNA sites are
nonsymmetric. Interestingly, many of these asymmetric kB DNA sites are known
targets of NF-kB homodimers rather than heterodimers in vivo.
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5.5 NF-xB-DNA Recognition

A detailed molecular understanding of the NF-«B:DNA recognition mechanism
began with the elucidation of first X-ray structures of NF-«xB p50:p50 RHR homodi-
mer complexes to two different kB sites [25, 55]. Subsequently, structures of six
other NF-xB dimers (p52:p52, p5S0:RelA, p50:RelB, p52:RelB, RelA:RelA, and
cRel:cRel) bound to nine different kB sites have been reported [3, 11-14, 16, 20, 22,
31, 53]. Together these structures have provided a wealth of information on DNA
recognition strategies employed by various NF-xB dimers (Fig. 5.4). In general,
each kB DNA is recognized as two half sites and each monomer within a functional
NF-kB dimer confines itself to only one of the two DNA half sites in terms of
sequence-specific contacts with DNA bases. However, each monomer also reaches
across to the other half site and participates in nonspecific contacts with the DNA
backbone. In addition, nonspecific contacts extend beyond the length of the target
site by at least three more bp on either side. Thus, despite its 10 bp consensus bind-
ing sequence, the NF-«B p50:RelA heterodimer contacts a 16 bp long DNA
sequence of which the central 10 bp it binds with sequence specificity. The central
bp within any kB DNA site, which does not participate in any specific contact
with the protein, coincides with the pseudo-dyad axis of the protein and separates
the two half sites resulting in pseudo-symmetric DNA targets. For the originally
described 10 bp kB sites this central bp asymmetrically divides 5- and 4-bp half sites.

half-site

Fig. 5.4 The X-ray structure of NF-kB p50:RelA heterodimer bound to a kB DNA. (a) Overall
structure of the heterodimer bound to DNA. The structure is oriented with a pseudo-twofold sym-
metry axis running vertically in the plane of the page. This positions the DNA such that it is
viewed down its long axis. The DNA double helix is shown as a space-filling model with its two
strands in cyan and magenta while the p50:RelA heterodimer is depicted as a ribbon diagram with
the subunits colored green and yellow, respectively. (b) On the top is shown a close-up view of the
detailed hydrogen bonding contacts between DNA and p50 subunit (/eff) and RelA subunit (right).
On the bottom is a schematic representation of the original kB DNA site and the base contacts
made by p50 residues at the 5'-half site and RelA residues at the 3'-half site. The bases are num-
bered and the central bp is assigned the number 0. Amino acid residues that make direct hydrogen
bonds with DNA are colored dark blue
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The NF-kB p50 and p52 subunits in most heterodimers such as p50:RelA or
p52:RelA occupy the 5-bp half sites while the remaining subunit (RelA, RelB, or
c-Rel) of the dimer binds the 4-bp half site. On the other hand, NF-kB homodimers
of either p50 and p52 subunits ideally recognize a 11-bp kB site wherein a central
bp separates two 5 bp half sites (Table 5.1b). It follows then that NF-kB homodimers
of RelA, c-Rel, and RelB recognize 9 bp kB sites composed of two 4 bp half sites
divided by the central bp (Table 5.1c). Although 10 bp kB sites predominate in cells,
these 11 and 9 bp kB sites also exist and function as the preferred sites for NF-«xB
homodimer binding as predicted by the structural analyses.

5.5.1 Recognition at the 5-GG Elements

A constellation of conserved amino acid residues from within structured loops that
connect elements of secondary structure directly contact bases within kB DNA. In
p50 (murine) these residues are Arg54, Arg56, Tyr57, Glu60, His64, and Lys241
(Fig. 5.4b). The first five residues derive from loop L1 of the N-terminal domain,
whereas Lys241 lies within the interdomain linker (loop L3) (Fig. 5.1). The two Arg,
the Tyr, and the Glu are invariant in all NF-kB subunits. His64 directly contacts the
G:C bp at position +5. The substitution of Ala in c-Rel, RelA, and RelB at the posi-
tion homologous to His64 in p5S0 and p52 gives rise to the differences in half site
length observed by these two classes of NF-kB subunits as the Ala cannot compen-
sate for the loss of this base-specific contact. The G:C at position +4 is contacted by
one of the two invariant arginines (Arg56 in murine p50) from loop L1, whereas the
second arginine contacts the G:C bp at position +3. The invariant glutamate contacts
the paired C at this position. This G:C bp contact by the Arg—Glu pair is a conserved
feature in all NF-xB:DNA complexes. Recognition of both nucleotides at this posi-
tion suggests a more important role of the G:C bp at position +3 than the G:C bp at
the +5 and +4 positions. Mutation of this G:C bp to any other bp (C:G, A:T, and
T:A) dramatically affects DNA binding affinity.

Structural comparison of loop L1 of p50 in three distinct states — kB DNA
bound, RNA aptamer bound (discussed later), and unbound — reveals its important
characteristics. The C-terminal portion of the loop is flexible and can contact the
DNA backbone of nucleotides flanking the kB sequence. The N-terminal portion
of this loop contributes all of the DNA base-contacting residues mentioned and
above appears to be rigidly structured. The stability of this segment of the loop is
illustrated by its nearly identical conformations in the three ligand-bound states of
p50. Moreover, the same region of loop L1 exhibits similar conformations in each
of the other NF-kB subunits that have been studied crystallographically. Conserved
hydrophobic amino acids within this loop are positioned toward the core of the
N-terminal domain. This stabilizes the loop in a rigid conformation that projects
DNA-contacting residues into an arrangement that is ideal for hydrogen bonding
with nucleic acid bases. Furthermore, some of these DNA-contacting residues
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contact one another further stabilizing the loop L1 conformation and allowing them
all to act as a unit. In p50, Glu60 bridges Arg54 and Arg56 as together they contact
DNA as a unit. In RelA and c-Rel, a similar Glu brings together one of the two Arg
residues form the loop L1 and the Arg from the interdomain linker. These coopera-
tive interactions between the amino acids side chains not only maintain a properly
oriented conformation of the functional groups primed to contact DNA but also
contribute to differential base pair selectivity.

Another important difference between p50 and p52 and the remaining NF-kB
subunits within loop L1 is a tripeptide segment bracketed by two glycines (Fig. 5.2).
In p50 and p52 the sequence of the tripeptide is Pro—Ser—His. The last residue is
His64 that was previously described to directly contact the G nucleotide base at the
+5 position. The analogous tripeptide sequence in RelA, RelB, and c-Rel is Arg—
Ser—Ala. The presence of an Arg within this short element gives these subunits the
potential to make additional direct base-specific contacts with DNA. Indeed, in the
structure of the NF-kB p52:RelB heterodimer in complex with DNA the RelB sub-
unit employs this Arg to contact a G:C bp at the +5 position. Intriguingly, in other
structures the Ser of this tripeptide has been found to make contact with the G at
the -5 position. Therefore, RelA, c-Rel, and RelB are, in fact, capable of directly
contacting a 5-bp half site. However, the contacts mediated by Arg—Ser—Ala are not
so stable as those mediated by the Pro—Ser—His of p5S0 or p52. This suggests that
the His64-mediated contact by p5S0 and p52 is preferred to contacts by Arg or Ser
for the same base. It is likely that conformational restriction imposed by Pro62 in
p50 primes His64 for optimal binding of +5 G bases.

5.5.2 Recognition at the Inner Variable Positions

Base pairs at positions +2 and +1 in kB DNA exhibit more variability than do the
more peripheral bases. A semiconserved Arg residue from loop L3 (the interdomain
linker loop), present only in RelA and c-Rel, contacts the T of the opposite stand
of an A:T bp at position +2. A Lys residue (Lys241) present in pS0 and p52 can
interact with both T of the A:T bp or a G of the G:C bp at the same position. This
is due to greater flexibility and charge density of the g-amino group of the Lys side
chain as compared to the guanidino group of the Arg. Base pairs at position +1 in
«B DNA do not participate in any hydrogen bonding contacts in the cases of RelA
and c-Rel. In the cases of p50 and p52 the linker Lys can mediate contacts at this
position depending on the DNA sequence. The residue corresponding to this L3
Arg in RelA and c-Rel is Lys274 in RelB. Interestingly, this Lys does not contact
DNA but projects inward to make an ion pair with Asp272 (Fig. 5.5). It is possible
that this explains why RelB might tolerate greater kB DNA sequence diversity at
the inner positions.

The +1 bp does appear to play a role in stacking interactions with the invariant
Tyr (Tyr57 in murine p50 and Tyr36 in murine RelA) of loop L1 (Fig. 5.6a). Indeed,
the phenolic ring of the tyrosine residue makes stacking interactions with bases at
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p50/RelB
\( dimerization
4. domain

Fig. 5.5 «B DNA recognition by the NF-xB p52:RelB heterodimer. (a) A ribbon diagram
representation of the X-ray structure of the p52:RelB heterodimer bound to a kB DNA
(5'-CGGGAATTCCC-3'). The DNA is represented by space-filling model with strands colored
green and yellow. (b) Superposition of the dimerization domains of p50 (green) and RelB (red)
illustrates the conformational differences of the linker regions (Loop 3) between the two subunits.
Lys274 (K274) of RelB is oriented differently than the corresponding Lys residue (K241) of p50.
Consequently, Lys274 of RelB is not involved in DNA contact

both +1 and +2 of the same strand. This stacking is favored by the presence of
two successive thymines (TT) where their exocyclic five-methyl groups favor the
interaction. Although a Phe at the same position could substitute for Tyr and main-
tain stacking interactions, Tyr also participates in hydrogen bonds through its
hydroxyl group making it an absolutely required residue for DNA recognition.
Either two C bases or any combination of T and C can also be accommodated at
these positions and an A or G at either position is unfavorable. The critical role
played by this invariant Tyr that stacks against the inner core residues is illustrated
by the overrepresentation of the sequence AAATT or AATTT at the central five
positions of the 9-bp kB sequences recognized by RelA and c-Rel homodimers.
Narrowing of the minor groove within the center of the kB DNA is observed in all
NF-kB:DNA complexes and appears to be a result of the squeeze experienced by
both strands of DNA due to Tyr stacking on both sides at this region. Furthermore,
van der Waals contacts at the center of the DNA may influence the conformation of
the flanking bp. The side chain of the conserved Tyr57 in murine p50 is held tightly
through van der Waals stacking interactions with a Phe, which in turn is held in a
stable conformation through a “ring stack” that runs through the core of the NTD
(Fig. 5.6b). In all NF-xB subunits a similar stack of amino acid side chains posi-
tions the homologous Tyr such that is poised to add one ring to the stack by prop-
erly positioning itself upon DNA bases at +1 and +2 positions. Finally, in addition
to favorable contacts between the Tyr and the TT dinucleotide, an AT bp at the
central position (position 0) may also favor protein—-DNA recognition.
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Fig. 5.6 Protein-DNA recognition at the central region of kB DNA. (a) The stacking of Y57
(p50) to T-1 and T-2, and Y36 (RelA) to the T+1 and T+2 are shown. DNA and protein side
chains are shown as ball-and-stick models within van der Waals spheres. The two DNA strands are
colored orange and cyan. Coordinates from the NF-kB p50-RelA heterodimer complexed to an
IFN-kB site were used to make this figure. (b) Conformational stability of Y57 and Y36 is main-
tained through series of amino acid side chain stacking interactions through the NTD. (c) Structural
differences of the DNA backbone in its NF-kB bound (magenta) and unbound (green) states are
depicted. The curvature of the B-DNA helical axis is also shown as a thin line down the center of
the DNA double helix. The sequence of kB-33 DNA is 5-GGAAATTTCC-3’

5.5.3 The Role of Protein—Protein Interactions in Stabilizing
NF-xB:DNA Complexes

Intra- and intermolecular protein—protein interactions distal from the protein:
DNA interface can drastically affect binding affinity of the complex. Both protein:DNA
interfacial and protein—protein interactions are interrelated, and could be affected by
the DNA conformation. One illustration of this point is the Bf-Bg loop of the NF-xB
dimerization domain, which projects toward kB DNA but does not directly contact it.
Two conserved acidic residues (Asp267 and Glu269 in chicken c-Rel) are located
within this loop and reside near the DNA in the c-Rel:IL2-CDRE complex. These
residues would be expected to repel DNA and weaken binding [31]. A conserved Arg
of loop L1 that precedes the two DNA-contacting Arg residues is observed to directly
contact these two acidic residues in the X-ray crystal structure. These intrasubunit
protein—protein contacts augment DNA binding in two ways: through neutralization
of negative change, and by holding the DNA-contacting residues in place. This Bf-Bg
loop is a particularly intriguing example of a distal modifier of DNA binding because
it also contains two basic residues (Fig. 5.2). Mutation of either of these dramatically
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reduces DNA-binding affinity [18, 66]. More importantly, the f-Bg loop contains a
critical serine, which in RelA has been shown to be extremely important for gene
regulation. Cells expressing RelA bearing the Ser276Ala mutant show dramatically
reduced transcriptional activity. This serine has been shown to undergo phosphorylation
by the cAMP-dependent protein kinase (PKA) and its posttranslational modification
is essential for RelA transcriptional activity [18, 62, 78, 82]. Although the RelA
Ser276Ala appears to bind DNA, defects in DNA affinity cannot be completely ruled
out in light of the importance of other residues in the same loop in the protein:DNA
complex formation.

5.6 Structural Features of Unbound kB DNA

One of the most fascinating regulatory aspects of protein—-DNA recognition
involves “invisible” differences in stability of specific DNA base pairs. Local DNA
sequence differences can affect the orientation of amino acid residues at the
protein—DNA interface resulting in differential binding affinity and/or overall con-
formation of the complex. For instance, dynamics of the TA base step is different
than the AA base step. The effect of these subtle DNA dynamic and conformational
differences is often difficult to measure accurately. However, it can be inferred by
measuring differences in affinity and/or kinetics of binding in solution, and possibly
through the elucidation of structures of complexes with mutant DNA.

Although the dynamics of DNA due to a TA base step might be essential for
specific recognition in some protein:DNA complexes, the TA base step is rarely
observed in kB sequences. Although both GGAATTTCC and GGAAATTCC
sequences are optimum targets for the RelA or c-Rel homodimers from the stand-
point of hydrogen bonding contacts, the GGAATATCC sequence is not an ideal kB
sequence, though it potentially could accommodate all of the same favorable
hydrogen bonding interactions. This is likely for two reasons: first, the stable
stacking interaction between tyrosine and thymine described above is not possible
and second, the TA step is expected to induce dynamics of the neighboring bp
resulting in reduced binding affinity. The presence of a G:C or C:G bp at the central
position is fairly uncommon among kB sites although this position does not directly
contact protein. A G:C or C:G bp could also potentially affect the conformation/
dynamics of the neighboring sites. For instance, the narrow width of the minor
groove at the center, an universal feature of A:T/T:A centered kB sites observed to
date might be difficult to achieve with a G:C/C:G bp at the center.

The X-ray structure of a free kB DNA allowed for comparison of the structural
transitions of the same DNA upon binding to a RelA:RelA homodimer [33]
(Fig. 5.6¢). The sequence of the central part of the DNA was identical to another DNA
sequence whose X-ray structure is available [19]. The features of the central AAATTT
sequence in both DNA are similar with a small roll angle and consequently these
DNA are closer to ideal B form. RelA induces a smooth bending around the central
AT-rich sequence [12, 13]. Moreover, the free kB DNA exhibits a wider minor grove
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and deeper major groove. NF-kB binding results in narrowing of the minor groove
and widening of the major groove where direct protein contacts are observed.

NMR analysis of both wild-type and mutant HIV kB DNA sequences showed
some key differences in their conformations. Although the base changes were intro-
duced at the 5'-junction in the mutant kB, differences in conformation within the
kB core were observed. Whereas, the phosphates at the boundary between the
5'-end of the wild-type HIV «B site and flanking sequence existed in a BI-BII
equilibrium, the same phosphates in the mutant kB site exclusively exhibited the BI
conformation [76]. Interestingly, the same phosphates in the X-ray structure of free
«B DNA showed BII conformation. These mutant HIV kB DNA used in the NMR
studies showed reduced NF-kB binding suggesting that the flanking sequence
negatively affects DNA binding by changing the preferred phosphate conformation
to BII whereas NF-«kB preferentially binds to DNA with phosphates in the BI con-
formation [75, 76].

Molecular dynamics simulations of the IL-2 kB (AGAAATTCC) site embedded
within a 22-mer duplex DNA over a 1-us time scale has revealed striking structural
transitions. [56]. At around 0.7 us of simulation the central A:T bp becomes com-
pletely sheared and the bases undergo cross-stand stacking. This phenomenon leads
to the flipping of neighboring thymine at position —1, leaving its paired adenine
free. These structural changes might be linked to sequence. For example, interrup-
tion of an otherwise AT-rich central sequence by a G:C bp may not result in similar
structural changes. In all, these studies on free kB DNA strongly suggest that
sequence-dependent DNA conformations play a vital role in NF-kB recognition.
Moreover, sequence variations in the flanking regions can also affect the conforma-
tion of the kB DNA in such a way that NF-xB binding affinity is altered. Consistent
with this, we have observed that the overall conformations of all NF-«kB:DNA
complexes studied thus far exhibit unexpected differences.

5.7 Biochemical Studies of NF-kB:DNA Complexes

Many kB DNA sites have been tested for their binding by two of the early identified
dimers, p50:p50 and p50:RelA. Most of these early studies used electrophoretic
mobility shift assay (EMSA). Recent studies have relied upon surface plasmon
biosensor-based assay (SPR) and fluorescence-based solution methods. In general,
these studies agree well in terms of relative binding affinities of p50:p50 and
p50:RelA dimers for different kB sites although the absolute affinity values differ
considerably. EMSA analyses revealed extremely high affinities between HIV,
MHC, and IFN kB DNA sites and NF-«B p50:RelA heterodimers with K| (disso-
ciation equilibrium constant) values reported to be in the pM range [21, 81].
Interestingly, SPR, which is capable of monitoring complex assembly and
disassembly on a surface in real time, revealed an unexpected binding mechanism.
Affinity measured from rates of association and dissociation (K, =k ./k ) indicated
pM binding affinity while SPR experiments measured at equilibrium detected a
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K, value in the nanomolar range [27]. One possible explanation for this discrepancy
could be that a relatively high nonspecific binding affinity of NF-xB for DNA flank-
ing the kB site influences overall binding rates. Despite these nonspecific interac-
tions, NF-xB ultimately occupies the specific kB DNA sites, which is what is
detected under equilibrium conditions. In support of this model, affinity measure-
ments performed at equilibrium by solution-based fluorescence polarization assays
also yield nM range binding affinities [61]. In all cases, however, NF-kB binding to
DNA was determined to be highly salt and pH sensitive. These experiments are
conducted with Escherichia coli expressed proteins truncated to encode only the
RHR. 1t is, therefore, possible that the presence of the transcriptional activation
domain and/or modification counteracts this salt sensitivity. It is also possible that
inside cells and within the presence of other proteins and counterions, NF-«B is not
as salt sensitive as observed in vitro. Further experiments are required to resolve the
thermodynamic and kinetic mechanisms of NF-kB:DNA recognition using pure
native proteins.

Studies by Kunsch et al. have enhanced our understanding on kB site selectivity
for p50, RelA, and c-Rel from pools of random DNA sequences using in vitro selec-
tion methods [40]. Using this approach they identified different kKB DNA site consen-
sus sequences for NF-xB p50:p50, RelA:RelA, and c-Rel:c-Rel homodimers. The
consensus sequences derived previously from structural analyses of p50 and RelA
monomers on kB DNA half sites fit well with this selection analysis [40]. However,
the consensus sequence for c-Rel deviates significantly from the consensus derived
from physiological kB sites and also from known physiological c-Rel binding sites.
More recently, Udalova and coworkers determined comparative affinity of a large
number of kB DNA for p50:p50, p50:RelA, and p52:p52 dimers [58, 77]. A total of
256 different DNA site variants were prepared by changing the internal six positions
(GGRRNNYYCC). One of the key observations made in these studies was that at
least one of the two half sites must contain G:C at the +3 positions (5'-GGGXX-3' or
5'-XCCC-3') to have any appreciable binding for the p5S0 homodimer. This clearly
establishes the critical importance of the G:C bp at +3 positions. The significance of
this position is due to the recognition of both bases by protein side chains as described
previously. This study also confirms the importance of TT over CC at +1 and +2
positions. As expected, a G or C is not favored at these positions.

5.8 NF-kB-RNA Aptamer Recognition

Using the SELEX approach, RNA aptamers have been identified that selectively
bind NF-kB p50:p50 and RelA:RelA homodimers [9, 10, 41, 80]. These RNA
aptamers are highly specific and do not interact with the non-cognate NF-xB
dimers with any appreciable affinity. Furthermore, they do not bear any sequence
similarity with the consensus kB sites. Finally, the RNA molecules are asymmetric.
It was, therefore, not immediately clear how these nucleic acids might be recognized
by symmetrical NF-xB homodimers.
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The X-ray structure of the NF-kB p50:p50 homodimer bound to a 29-mer RNA
aptamer served to resolve this puzzle. The structure revealed that each p50 mono-
mer interacts with one RNA molecule [34]. Each RNA molecule binds the NTD
and the linker region of one p50 monomer for recognition. The relative flexibility
of the NTD with respect to the dimerization domain allows each NTD to recognize
an RNA molecule without any hindrance from the other subunit of the dimer
(Fig. 5.7a). Overall, the p5S0:RNA complex appears more open where the NTD:RNA
subcomplexes are splayed away from each other. The two p50 subunits remain held
together through their dimerization domains only. In the DNA-bound complexes,
by comparison, the N-terminal domains are forced to approach one another as they
each interact with one half site of the same kKB DNA molecule. The proximity of
all four domains (two NTDs and two DDs) in the DNA complex endows additional
protein—protein contacts between the NTD and DD of each subunit.

In spite of the sequence differences between the RNA aptamer and DNA, and
differences in the overall binding conformation of the NF-kB p50:p50 homodimer,
close inspection of the pS0:RNA complex revealed remarkable similarities in the
mechanism of nucleic acid recognition (Fig. 5.7b, c¢). The secondary structure of the
29-mer RNA aptamer is an internal loop flanked by a stem on one side and stem-
loop on the other. In its p50-bound state the RNA adopts an irregularly bent, long
helical structure with bending occurring within the internal loop region. The
tetraloop of the hairpin is highly structured with only one nucleotide free of any
interactions. Sequence-specific recognition primarily involves bases of the internal
loop, which is presented to NF-kB as a duplex. The G18G19U20U21G22G23
sequence of one strand interacts with His64, Agr56, Arg54, Lys241, and Tyr57 of
loops L1 and L3 in a manner reminiscent of p5S0:DNA complexes. Of these nucle-
otides, G22 and G23 are from the internal loop. Tertiary interactions such as cross-
strand stacking hold these two guanines in a conformation amenable to protein
binding. Cys59 and Glu60 contact RNA bases A10, A11, and C12 that occupy posi-
tions in the reverse strand of this double helical region. Interestingly, the conforma-
tion of loop L1 is almost identical in both DNA and RNA complexes suggesting that
any structural change must occur at the level of RNA to accommodate the protein
side chains in proper order [24, 34]. Although the total number of contacts in the
pS0:RNA complex is greater than those observed in pSO:DNA complexes, the core
of the interface exhibits remarkably similar chemistry in both types of complexes.

The three-dimensional structure of the free RNA aptamer has been done using
NMR which further provides insights into how p50 recognizes the RNA [63]. The
RNA aptamer sequence has evolved to display both preorganized features and
protein-induced structural changes essential for high affinity RNA-p50 recognition.
The features of the major groove of the internal loop distorted helix are remarkably
similar to DNA duplexes and are different from typical A-form RNA duplexes. The
cross-strand stacking of guanines in the internal loop appear to be the major deter-
minant for these distinct major groove features. This preformed RNA major groove
in the internal loop facilitates protein binding, which upon binding to protein under-
goes further structural changes such as a kink in the internal loop and base unstack-
ing in the tetra loop [63].
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Fig. 5.7 RNA aptamer binding by NF-xB p50:p50 homodimer. (a) The overall structure of the
NF-kB p50:p50 homodimer bound to two molecules of a specific RNA aptamer. As previously,
NF-«B is represented as a ribbon diagram (green) while the two single-stranded RNA molecules
are depicted as space filling models (black/grey and magenta/cyan). (b) Comparison of DNA (left)
and RNA (right) binding by the residues of loops L1 of p50 (green ball-and-stick). Hydrogen bonds
are depicted as dashed lines. (¢) kB DNA and RNA recognition sequences in the two complexes

5.9 DNA Binding by NF-xB in the Cell

A string of recent reports describes the binding of NF-kB dimers to regulatory DNA
sequences on the whole genome scale [8, 45, 50, 68]. Although these reports contra-
dict one another with regards to the precise number of NF-kB binding sequences and
their locations within the genome, the studies reveal some important observations.
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For instance, they all show that NF-xB dimers bind a large number of DNA
sequences and that most of these sequences are present within the promoters
(£500 bp with respect to transcription start sites). Intriguingly, several DNA frag-
ments isolated from chromatin immunoprecipitation (ChIP) experiments do not
contain a stringently defined NF-xB consensus sequence. When these newly identi-
fied NF-xB binding sequences are analyzed, many are found to exhibit half site
consensus. This suggests that NF-kB dimers are capable of binding, albeit with
lower affinity, to DNA with one ideal half site even if the other half site is not
(Table 5.1d). Such binding events might happen under the conditions where the
NF-kB concentration in the nucleus is high. The fact that at any given time a large
fraction of the genome is bound to nucleosomes suggests that accessible genomic
DNA is limited [38]. If the local concentration of active NF-kB is relatively high,
however, it is a reasonable assumption that NF-kB dimers would be able to bind a
wide spectrum of DNA sites that show high to low sequence similarity with the
consensus. A rough estimation is that the number of RelA molecules in the nucleus
of stimulated cells is around 100,000 (50% of a total of 200,000 RelA molecules
enter the nucleus after any given stimulus). If all other NF-xB monomers were also
present in similar numbers and were present in the same cell at the same time then
total number of NF-kB monomers in the nucleus would be 500,000. Thus, the
concentration of NF-kB dimers could be as high as ~0.5 uM. At such a concentra-
tion most of the high- and low-affinity available kB sites are expected to be recog-
nized by NF-kB. An interesting question that arises from NF-kB:DNA recognition
studies in vivo is that if most experimentally identified kB sites follow the kB DNA
consensus and, therefore, are high-affinity binding sites, why have low-affinity
binding sites never been previously identified experimentally? An answer to this
puzzle might be that all experimentally identified kB sites are located within the
promoters of genes activated by NF-«B dimers. Therefore, these newly identified,
low-affinity, half-site consensus kB sites might be involved in gene regulation
through some other mechanism such gene repression and/or epigenetics.

There are many unanswered questions regarding the status of NF-kB in vivo.
For example, how do different posttranslational modifications such as phosphoryla-
tion or acetylation alter DNA recognition by NF-«B [60]. One particular example,
phosphorylation of Ser276 of RelA and homologous residues in other NF-kB sub-
units, has been introduced. But it has been shown that phosphorylation is essential
for DNA binding by RelA to some, but not all, kB DNA sites. Several sites in RelA
also undergo acetylation and the impact of these modifications in DNA binding has
not been thoroughly established. Second, identification of the low-affinity sites and
their physiological role in NF-kB regulation remains to be clarified. Finally, one
cannot rule out the possibility that NF-kB might be involved in RNA binding
in vivo. This possibility is even more feasible when one considers that the amount
of NF-«B is high in the nucleus, that most of the genome is masked by histones
in the form of nucleosomes, and that diverse RNA sequences can target specific
NF-kB subunits. Although it is currently unknown whether NF-kB:RNA binding
has any consequence on physiological regulation, the ability of NF-kB to be
targeted as a consequence of its robust nucleic acid recognition potential is
unquestionable.
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Chapter 6
Dynamics and Mechanism of DNA-Bending
Proteins in Binding Site Recognition

Anjum Ansari and Serguei V. Kuznetsov

6.1 Introduction: Protein—-DNA Interactions

The three-dimensional shape of biological macromolecules (proteins, DNA, and RNA),
is determined by a myriad of “weak’” noncovalent interactions (ionic, hydrophobic, van
der Waals, and hydrogen bonds), each of which can be disrupted by thermal fluctuations,
leading to constantly changing conformations accessible to the macromolecule [1].
These conformational fluctuations are essential to biology and are central to molecular
recognition, in which two or more interacting macromolecules rely on complementary
shapes and charge distributions to form a multitude of weak intermolecular bonds that
lead to higher-order complexes. An overarching goal in molecular biophysics is to
elucidate the underlying energetics of these interactions, by measuring the dynamics of
conformational fluctuations in the macromolecular complexes.

Protein—DNA interactions regulate many important biological functions such as
DNA replication, transcription, recombination, gene regulation, and repair. Proteins that
bind to DNA in a sequence-nonspecific manner play a role in chromosome packaging
and in stabilizing single-stranded intermediates. Alternatively, many cellular functions
are initiated by the binding of proteins that recognize specific DNA sequences. These
site-specific proteins typically bind their target sites with thousand- or even million-fold
higher affinities relative to random DNA sequences.

Two puzzles have particularly intrigued researchers in this field. The first seeks
to understand how site-specific DNA-binding proteins efficiently search for their
binding sites in DNA, among a sea of nonspecific sites. This question came to the
forefront with the discovery by Riggs et al. [2] that lac repressor protein could
locate its target site on long DNA 100-1,000-fold faster than expected from three-
dimensional diffusion and random collisions between protein and DNA. These
and other measurements suggested “facilitated” diffusion, together with hopping
between sites, as mechanisms for accelerated target location. Thus, a protein is
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imagined to bind nonspecifically anywhere along the DNA, slide along the DNA
in a one-dimensional search for its binding site, then dissociate and randomly
collide with another segment of the DNA, to continue its search [3-7].

The second related question asks how a sequence-specific DNA-binding protein
actually determines that it has reached its target site on genomic DNA. Structural
and thermodynamic studies of a wide range of protein-DNA complexes have
shown that the DNA structure is often deformed in the complex, and the protein
also adjusts its conformation, to facilitate favorable interactions [8, 9]. These
concerted rearrangements in protein and DNA conformation are believed to be key
to the underlying induced-fit mechanism proposed for the recognition of DNA
binding sites. Details of the recognition mechanism remain elusive. In particular,
very little is known about the dynamics of the conformational rearrangements that
lead to precise recognition.

Kalodimos et al. [10] provided the first tantalizing glimpse of lac repressor, a
sequence-specific DNA-binding (and bending) protein, bound to a nonspecific site
where the DNA was observed to be unbent. Their NMR study indicated large-scale
conformational fluctuations at the protein-DNA interface in the nonspecific complex,
occurring on micro to millisecond time scales. This study suggested that the nonspe-
cific complex is highly dynamical in which the protein and DNA sample a range of
conformations prior to “falling into” a free energy minimum characterizing the spe-
cific complex. Smaller fluctuations were observed in the specific complex, indicating
a tighter fit. This enhanced flexibility in the nonspecific complex is believed to be
important for efficient search of the specific binding site on genomic DNA [10-12].

6.1.1 Binding Site Recognition: Direct Versus Indirect Readout

Structural studies of protein-DNA complexes have implicated two underlying mecha-
nisms by which proteins discriminate between potential target sites. One is “direct
readout,” in which specific amino-acid residues of the protein make contacts (e.g.,
hydrogen bonds) with specific bases (A, T, G, or C). Proteins that use direct readout
typically bind to the major groove of DNA where the pattern of hydrogen-bond donors
and acceptors is distinct for each Watson—Crick base pair (bp) [13]. Thus, members of
this class of proteins recognize their binding sites as a result of direct examination of
the hydrogen-bonding pattern exposed in the major groove, and which is unique for
each kind of base pair. Examples of protein motifs with DNA-binding domains
(DBDs) that primarily employ direct readout are the helix-turn-helix motif in, for
example, bacteriophage A-repressor [14], 434 repressor [15], and bacterial Trp repres-
sor [16], the basic leucine zipper (bZIP) motif in yeast GCN4 protein [17], and the
zinc finger motifs in TFIIIA, a transcriptional regulator from Xenopus [18].
Alternatively, a significant fraction of site-specific DNA-binding proteins recognizes
the minor groove of DNA where the pattern of hydrogen bond donors and acceptors
is similar for all Watson—Crick base pairs, and symmetric, making it difficult for the
protein to distinguish A from T, and G from C [19]. Furthermore, the G:C pair is
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distinguished from the A:T pair only by one additional centrally located donor
group. Thus, for the minor groove-binding proteins, there is a lack of direct sequence
information. Such proteins recognize their target sites with high fidelity via “indirect
readout.” In this mechanism, sequence-dependent variations in the mechanical prop-
erties of DNA, such as local DNA flexibility/“bendability” and changes in major or
minor groove width, as well as differences in the stacking or twisting parameters,
play important roles in the recognition process. Thus, minor groove-binding proteins
are believed to “read” DNA sequence by the ease with which they can bend, twist,
or deform the potential binding sites to match their binding interface. Quite often,
proteins use a combination of both direct and indirect readout to recognize their
binding sites.

In protein—-DNA complexes causing DNA bending, the DNA deformation may
be spread over the length of the DNA, as when DNA is wrapped around histone
octamers to form nucleosomes for chromosome packaging [20, 21]. Alternatively,
the DNA may be severely kinked at one or two sites, with the intervening segments
left relatively undistorted. These sharp kinks are often stabilized by the intercala-
tion of protein side chains between adjacent Watson—Crick pairs whose stacking
interactions are disrupted [22]. Examples of specific binding proteins that introduce
sharp, localized distortions in DNA are bacterial nucleoid-associated architectural
proteins from the integration host factor (IHF)/HU family that kink DNA at two
sites to form a “U-turn” [23, 24]; lac repressor, a tetrameric bacterial gene regulatory
protein that simultaneously binds DNA at two sites and loops the intervening DNA
[25]; TATA-binding protein (TBP), a eukaryotic basal transcription factor that
recognizes a TATA element in the promoter sequence of DNA to initiate transcription,
with severe DNA distortion at two sites to make a ~108° bend [26]; restriction
enzymes that bind to specific sites with DNA kinking by ~50° prior to cleavage
[27]; and DNA repair proteins that recognize and bind to lesions in DNA, stabilizing
a ~60° kink at the lesion site [28, 29].

6.1.2 Sequence-Dependent DNA Flexibility and Bendability

The energetic cost of deforming DNA is often estimated using a continuum worm-
like chain description for duplex DNA, in which the intrinsic rigidity is described
in terms of a characteristic persistence length. For length scales much less than the
persistence length, the polymer is assumed to behave like an elastic rod with har-
monic bending energy potential, while for length scales much longer than the per-
sistence length, it adopts configurations of a random coil [30]. Persistence length
measurements of DNA have been made with a wide range of techniques such as
rotational diffusion measurements on DNA oligomers that probe the shortening of
the end-to-end distance in the elastic rod regime [31-33]; ligase-catalyzed cycliza-
tion of DNA molecules with cohesive ends that probe ring-closure probabilities
[34-36] and, more recently, micromanipulation experiments on long single mole-
cules of DNA that probe the entropic spring constant of polymeric DNA under
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applied force [37-39]. These measurements have yielded persistence length values
of 50-60 nm (~150-180 bp), with essentially no ionic-strength dependence observed
in the range of 10 mM-1 M Na* ions [40].

On length scales comparable to the target sites of sequence-specific DNA-
binding proteins, the deformability of DNA depends on the local sequence, and this
variation from the average is a key feature that is recognized by DNA-bending
proteins. Hogan et al. [33] demonstrated that both the bending stiffness and the
torsional constant of DNA fragments are strongly dependent on base composition,
with persistence length values ranging from 125 bp for poly(dA).poly(dT) to
500 bp for poly(dG).poly(dC), and the torsional constant varying 40-fold in the
range of sequences they studied. DNA cyclization studies showed that a DNA
sequence with high histone octamer affinity exhibits twofold smaller bending constant
and ~35% smaller torsional constant [41], and that alternating dA—dT sequences
are ~30% more flexible in comparison with random sequences [42].

It is now well established that the deformability of DNA varies enormously along
the length of genomic DNA, reflecting variations in the DNA sequence [43, 44].
This is consistent with the observation that nucleosome positioning sequences are
not randomly distributed along the length of DNA [43, 45]. Statistical analysis of
natural and synthetic nucleosome positioning sequences has revealed a pattern of
high occurrence of AA/TT/TA dinucleotide steps phased 10 bp apart, alternating
with GC dinucleotide steps shifted 5 bp away, indicating that certain sequence
arrangements are more easily deformed into tight circles than others [46—48].

Two examples illustrate very nicely the correlation between sequence-dependent
variations in the bendability of DNA, and the binding affinity of site-specific
proteins. The first is an early study on phage 434 repressor protein, in which the
high resolution structure of the protein bound to its cognate sequence showed that
the binding site was bent and overtwisted, with the central 4 bp of the cognate site
making no contact with the protein [49]. Nevertheless, the binding affinity could
be reduced 50-fold by sequence variations in this segment [50]. Hogan and Austin
[51] found a correlation between theoretical estimates of bending and twisting
constants for each of the sequences, and the measured binding affinities for the
repressor protein. A similar correlation was observed between the binding affinity
of the E2 regulatory protein from the human papillomavirus (HPV) genome for
DNA substrates containing varying E2 binding sites, and their intrinsic curvature
and flexibility parameters [52, 53]. Cocrystal structures of the DBD of E2 show
that the DNA substrates are bent by 45°, and, as in the case of the 434 repressor
protein, there are no direct contacts between the E2 DBD and the central 4-bp
spacer sequence within the binding site [54]. Maher and coworkers used elec-
trophoretic mobility measurements on DNA molecules containing three distinct
E2-binding sites appropriately phased relative to A-tracts to determine the intrin-
sic curvature at the site of the E2 spacer sequence [52, 55]. These authors found
high intrinsic curvature (~18°) for a spacer sequence with ~30-fold higher affinity
for E2 DBD in comparison with a low affinity spacer sequence, which exhibited
essentially no intrinsic curvature, while an intermediate affinity sequence showed
~11° curvature [52]. Crothers and coworkers carried out high-throughput cyclization
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based on a Forster resonance energy transfer (FRET) assay, combined with a
statistical mechanical theory of cyclization probabilities to extract the bending
and torsional constants, from which they calculated the probability that each of
the DNA substrate would adopt the bent conformation, even in the absence of
the E2 protein [42, 53]. These results demonstrated remarkable agreement
between the calculated probabilities and the more than three orders of magni-
tude variation in the binding affinities for 15 of the 16 different spacer sequences
studied [53].

6.1.3 Beyond the Continuum Worm-like Chain Description

DNA segments comparable in length to the persistence length of DNA can wrap
nearly twice around histone octamers in the nucleosome. This observation led Klug
and Crick [56] to propose, more than 30 years ago, that the energetic cost of forming
small circles could be reduced if DNAs were to kink at regular intervals, rather than
be uniformly distorted throughout. Evidence of kinked DNA in nucleosomes was
reported by Austin and coworkers [57]. High-resolution nucleosome crystal structures
show smooth bending of DNA segments that are bent into the major groove, while
DNA segments that are bent into the minor groove are either kinked, at six 5'-CA-3’
steps out of a total of ten such steps, or smoothly bent but with the bases alternately
shifted to accommodate the tight bend [21].

Recent interest in developing theoretical descriptions of the polymer properties
of DNA beyond the semiflexible, worm-like chain model came from cyclization
studies of Widom and coworkers [58, 59], in which they reported that ~100-bp -long
DNA fragments can form circles with 3—5 orders of magnitude higher probabilities
than expected for a worm-like chain, especially DNA sequences that bind tightly to
nucleosomes. These studies led to theoretical extensions of the continuum, elastic
worm-like chain model that included sharp bending or kinking of DNA, either from
local melting to produce highly flexible single-stranded regions [60], or from sharp
kinks at sites of low stacking energy [61, 62].

Vologodskii and coworkers revisited cyclization efficiency measurements of
DNA fragments 105—-130 bp in length and demonstrated that the worm-like chain
model remains adequate for predicting cyclization probabilities of these fragments
[62]. Their experimental study provided a technical explanation for the apparently
unusually high cyclization probabilities observed by Widom and coworkers,
although the strong sequence dependence observed in the original study remains
enigmatic. Another recent study, carried out on 200-bp-long fragments, showed
nearly fivefold variation in cyclization probability as a result of eight nucleotide
changes designed to locally melt more easily, highlighting the ability of certain
sequences to form circles more easily than others [63]. Biochemical assays to
probe localized disruptions of the regular DNA double-helical structure upon
forming minicircles [64, 65] as well as cryoelectron microscopy images of such
minicircles [65] indicated no direct evidence for sharp kinks in 85-86-bp circles
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[64] or 94-bp circles [65], although evidence for kinked DNA was observed for
much smaller circles of 64-65 bp [64]. Deviations from the simple worm-like
chain description have also been observed in recent experiments that reported
enhanced flexibility of DNA on short length scales, down to ~15 bp [66, 67], indi-
cating a “softening” of the harmonic bending energy potential implicit in the
worm-like chain description [66].

6.1.4 Free Energy Cost of Kinking DNA

Obtaining accurate estimates of the free energy cost of kinking DNA has been
problematic because of the difficulty in separating the stacking free energy from the
base-pairing energies that contribute to the stability of duplex DNA. Based on ther-
mal melting of long DNA duplexes, the free energy cost associated with disruption
of a single Watson—Crick base pair is estimated to be about ~1 kcal/mol for an AT
pair, and ~2 kcal/mol for a CG pair, in the presence of 100 mM monovalent cations
[68-70]. Another estimate of base-pair disruption, ~6-9 kcal/mol, comes from
NMR measurements of imino proton exchange that probe the time scales for open-
ing and closing of a single base pair inside long duplex DNA [71]. The wide range
of base pair opening times observed in the NMR measurements, especially for A-T
pairs, reflects the sequence-context dependent cost of breaking stacking interac-
tions that accompany base pair opening, and that may be the more dominant con-
tribution to the energetic cost of base-pair disruption. Base stacking has been shown
to be more important than Watson—Crick pairing for the rigidity of duplex DNA
[72, 73].

Estimates of stacking free energies for the ten distinct dinucleotide steps have
been obtained primarily from analysis of thermal melting of DNA oligomers of
varying sequences and lengths, and unified by Santalucia [74]. More recently,
Frank-Kamenetskii and coworkers have applied a novel approach to obtain the
stacking free energies, from measurements of the electrophoretic mobility of a
series of 300 bp-long DNA molecules with a nick in the sugar—phosphate backbone
on one of the strands, sandwiched between all combinations of dinucleotide steps
[70]. The deviations of the observed mobility for each of the nicked duplexes in
comparison with intact DNA were modeled as arising from equilibria between the
stacked (straight) and unstacked (bent) conformations at the nicked position, to
obtain directly the ten independent stacking free energies. Olson and coworkers
took advantage of the available database of known protein—~DNA complex struc-
tures to develop sequence-dependent empirical energy functions that describe DNA
deformability at each of the dinucleotide steps [75, 76]. They obtained average
values, and deviations from the average, of six step parameters that describe the
local stacking geometry between neighboring base pairs. A global parameter from
this analysis that can be readily compared with stacking free energies is the volume
of conformational space that is thermally accessible at each step (Fig. 6.1). Despite
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Fig. 6.1 Comparison of nearest-neighbor (nn) stacking free energies (AG,,) and volumes of
conformational space (V, ) for the ten different dinucleotide steps of duplex DNA. The nn stacking

stej

free-energy parameters, extracted from thermal denaturation experiments on oligonucleotide
duplexes, are shown as vertical gray bars. The length of each vertical bar indicates the range of the
stacking parameters from seven independent research groups, obtained under different salt condi-
tions and for varying lengths of duplex DNA, and unified by Santalucia [74]. Stacking free energies
from electrophoretic mobility measurements (filled blue circle) on DNA fragments containing a
nick in the sugar—phosphate backbone, between all possible combinations of dinucleotide steps are
from [70]. The volume of thermally accessible conformational space for each dinucleotide step
(filled red circle), obtained from fluctuations and correlations of base step parameters in DNA—
protein crystal complexes, is from [75]. The volume for the GT step was not reported in [75], as
indicated by the dashed red line. The estimates of stacking free energies from the thermal melting
and the gel mobility assays, in general, correlate well with the volume of accessible conformational
space at each dinucleotide step, with perhaps the exception of the GC step

some variations in the estimates of sequence-dependent deformability obtained
from the different approaches, some trends emerge, with the pyrimidine—purine
(Y-R) steps being the most easily deformable.

6.2 Dynamics of Protein Binding and DNA Bending

Characterization of the rates at which proteins bind to, and bend, DNA provides
insights into reaction intermediates, and is a natural starting point to probe the
molecular mechanism of binding site recognition. These studies have begun to
yield answers to the following questions: What is the sequence of molecular rear-
rangements in the protein—-DNA complex and where are the bottlenecks in the
transition from nonspecific to specific complex? What role does sequence-dependent
DNA flexibility play in the mechanism by which minor groove DNA-bending
proteins recognize their target sites? Does the protein first bind to straight DNA and
then induce DNA distortion as a second step, or does the protein capture thermally
accessible predistorted DNA conformations? Does DNA bending rate play a role in
the recognition mechanism?
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6.2.1 Stopped-Flow Measurements

Most experimental data on the dynamics of DNA bending and induced conformational
changes in proteins have come from stopped-flow measurements. These studies have
yielded partial answers to three central questions: How distinct are the bimolecular
association rates from diffusion-controlled rates? Do DNA-bending proteins bind
and bend DNA in a concerted manner, or do they first bind and then bend DNA, in
a sequential manner? How do DNA sequence changes that modify DNA flexibility
affect observed binding and bending rates?

In stopped-flow measurements, protein and DNA solutions are mixed together
on time scales of a few milliseconds, and the subsequent kinetics are monitored
with one of several probes [77-81]: (1) fluorescent anisotropy decay of single-
labeled DNA oligomers to measure bimolecular association, (2) DNase I or
hydroxyl-radical “footprinting” to measure protection of DNA by bound protein,
and (3) FRET between donor and acceptor fluorophores attached at opposite ends
of a short DNA oligomer to measure DNA bending.

Early stopped-flow studies on the binding of the TBP to promoter sites revealed
two salient results. First, the binding of promoter substrates to TBP followed second-
order behavior, with bimolecular association rates in the range (0.5-2)x 10 M~'s™!
[77, 82, 83], significantly smaller than the ~103—10° M~'s™! rate expected for diffusion-
controlled bimolecular association between protein and a short DNA oligomer [3,
84]. Second, FRET measurements to probe the bending kinetics of labeled DNA
substrates also followed second-order behavior with similar association rates, thus
ruling out a reaction mechanism of formation of a stable “encounter complex” fol-
lowed by slow DNA bending [78]. To account for the slower than diffusion limited
association rate, the authors of this study suggested a mechanism in which the protein
and DNA are in rapid equilibrium with a transient encounter complex (with negligible
steady-state population), which is separated from the final, bent complex by a large
activation barrier [78]. Subsequent kinetic studies by Brenowitz and Parkhurst and
coworkers, carried out over a range of temperatures, showed significant deviations
from single-exponential decay under pseudo-first order conditions [78, 85, 86]. These
studies provided evidence for a complex reaction pathway between the transient
encounter complex and the final bent complex, with multiple steps consisting of par-
tially or fully bent intermediate states. Some of these intermediate states have been
directly observed in a single-molecule study described below [87].

Bimolecular association rates that are significantly smaller than diffusion-
controlled rates, ~3 x 10° M~'s™!, have also been reported for the binding of a DNA
repair protein, Tag MutS, to DNA substrates with single-T insertions [88]. Plausible
mechanisms that can account for the relatively slow bimolecular association rates
include the possibility that the unbound DNA samples a distribution of DNA con-
formations, and the protein binds to the fraction that is partially prebent [78], or
alternatively, that the protein fluctuates between distinct conformations, with only
a subset that is able to bind DNA [89].

Perona and coworkers monitored binding of the restriction enzyme EcoRV to its
cognate DNA site, with stopped-flow anisotropy measurements, and the bending of
the DNA in complex, with FRET [80]. In the presence of divalent ions, these authors
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observed identical second-order rates with both sets of probes, indicating simultaneous
DNA binding and bending events [80]. The bimolecular association rate for the
EcoRV-DNA complex was ~108 M~'s™" [80, 89]. The binding and bending of a cog-
nate DNA site by bacterial DNA methyltransferase M.EcoRI also showed similar
rates for the bimolecular association step (~3x10” M~'s™") when monitored with
fluorescence anisotropy and FRET [90].

Brenowitz and Crothers and coworkers used time-resolved hydroxyl radical
footprinting to obtain the time scales on which different regions of a cognate DNA
substrate are protected from cleavage when bound to IHF [79]. As discussed below,
the IHF-DNA interface extends over ~35 bp, with the DNA bent at two sites and
wrapped around the protein in three roughly equal segments. Simultaneous protec-
tion of the three segments of DNA was observed, again indicating concerted binding
and bending for the IHF-DNA complex, at least at the ~30-ms time resolution of
these measurements [79]. The pseudo-first order association kinetics as well as the
dissociation kinetics showed deviations from single-exponential decay suggesting
a multistep mechanism with evidence for rapid, facilitated diffusion along the DNA
to locate the target site, followed by concerted bending. The bimolecular association
rate for this complex was found to be ~5x 108 M~'s~! [81].

An underlying conclusion from the initial stopped-flow studies was that protein
binding and bending appeared to occur simultaneously [77-80, 90]. Evidence for
separate binding and bending events that occur sequentially, with a stable intermedi-
ate state with protein bound to straight DNA, first came from single-molecule micro-
manipulation studies of DNA cleavage by EcoRV [91]. More recently, Sugimura and
Crothers [81] demonstrated sequential binding then bending of a cognate site by IHF
in a stopped-flow study that also yielded, for the first time, the rates of DNA bend-
ing. These studies, described below, have opened up the possibility of such a sequen-
tial mechanism for other DNA-bending proteins as well, with the bending step
possibly occurring faster than the time resolution of stopped-flow techniques.

6.2.2 Single-Molecule Measurements

Micromanipulation experiments that probe the mechanical response of single molecules
of & DNA to applied force have emerged as a powerful tool to probe protein-DNA
interactions, and have begun to unravel the role that nucleoid-associated nonspecific
DNA-bending proteins play in the compaction of DNA [92-96]. Single-molecule studies
have also begun to yield dynamical information on DNA bending by site-specific
proteins [87, 91, 97, 98].

Wauite and coworkers [91] probed the mechanism of sequence recognition by
EcoRV by monitoring the rate at which EcoRV cleaved a single molecule of DNA
containing the specific site, stretched between two optical traps (Fig. 6.2). At high
values of the applied tension, the rate of DNA bending appeared to be the rate-
limiting step in the cleavage reaction. Extrapolation to zero force suggested DNA-
bending rates between 35 and 1,000 s™'. A particularly interesting observation in this
study was the bimolecular association rate of ~4 x 10° M~'s™! for finding the target site
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Fig. 6.2 Micromanipulation measurements of the force dependence of the cleavage rate of DNA
by a type II restriction endonuclease EcoRV. (a) A schematic of the reaction pathway for the
restriction enzyme that includes binding to the target site, DNA bending, the hydrolysis step that
cleaves the DNA, and product release. A long DNA molecule (blue) contains the cognate site for
the restriction enzyme (orange) and is shown to be mechanically stretched. k and k . are the
association and dissociation rates, respectively, for binding to the target site, k, , is the rate of DNA
bending and induced conformational changes in the protein, &, is the hydrolysis rate, and k is

the rate at which the product is released. (b) The measured cleavage rate for EcoRV, obtaine?issby
Wauite and coworkers [91], is plotted versus DNA tension. The force dependence of the cleavage
reaction was determined as follows: a DNA molecule containing the EcoRV restriction site was
captured between two beads held by two optical traps; one trap was moved relative to the other, to
apply tension on the DNA, and the force was measured by the displacement of the other bead. A series
of measurements of the time delay between when the restriction enzymes were flowed in and when
the DNA was cut yielded the cleavage rate as a function of the applied tension. The rate at which DNA
bends in the complex was assumed to be the rate-limiting step at high values of the applied tension,
shown as the gray line (b). Extrapolation of k,_(F) to zero force yielded bending rates from 35 to
1,000 s!. Figure reprinted from [91], with permission from Oxford University Press

on stretched DNA, smaller than the ~10% M~!s™! obtained from stopped-flow measure-
ments with short DNA oligomers [80, 89], and significantly smaller than the
~10' M!s7! observed for target location by lac repressor on long, randomly coiled
DNA [99]. This study illustrated that stretched DNA may inhibit bimolecular rate
enhancement by protein hopping from one nonspecific site to another, a mechanism
that, together with one-dimensional sliding, allows rapid location of target sites on
randomly coiled DNA [7].

Dixit et al. [97] detected local bending and shortening of a 76-bp DNA oligomer
as a result of IHF binding to a specific site, by optically monitoring the displacement
of micron-size bead tethered to a surface by DNA. Reinhard et al. [98] applied a
novel technique in which a pair of gold nanoparticles, attached at either ends of a
DNA segment containing the restriction site for EcoRV, was used as “plasmon rulers”
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to monitor both DNA cleavage by EcoRV (detected by a sharp change in the plasmon
coupling signal), as well as subtle changes in DNA conformation just prior to the
cleavage. Tolic-Norrelykke et al. [87] detected TBP binding and dissociation events
at the single-molecule level by video microscopy images of the Brownian motion of
beads tethered by DNA oligomers containing a TATA-box binding site. The range of
dynamics of the bead varied between straight DNA and DNA bent by TBP, with
evidence for partially bent intermediate states that ties in with the multistep kinetic
scheme proposed from bulk studies of Parkhurst and coworkers [78, 85].

6.2.3 Laser Temperature-Jump to Probe Protein-DNA
Interactions

The stopped-flow and single-molecule studies discussed above suggest DNA-bending
rates, in the presence of bound protein, in excess of ~100 s7, thus requiring the develop-
ment of fast experimental techniques. In the last decade, laser temperature-jump
(T-jump) has emerged as a powerful complement to stopped-flow and single-molecule
studies, whereby the conformational dynamics of biomolecules can be monitored on
time scales of a few nanoseconds to several milliseconds. Typically, ~10 ns laser pulses
in the near infrared (~1.54-1.9 um), at a wavelength where water absorbs, produce a
rapid ~10°C increase in the temperature of the sample, within the pulse width of the
laser [100-102]. The T-jump perturbs the equilibrium distribution of biomolecular
conformations, and the system responds by adjusting the distribution of conformations
to the new, higher temperature. The rate at which the system relaxes to its new equilib-
rium is monitored with spectroscopic probes sensitive to the average biomolecular
conformation. The T-jump eventually decays with a half-life of ~100-300 ms. Laser
T-jump has been widely used by several groups to investigate fast dynamics in the fold-
ing of proteins [100, 103—-107] and nucleic acids [108-111].

Complementary techniques, such as fluorescence correlation spectroscopy (FCS)
on labeled samples, allow dynamics in proteins and nucleic acids to be investigated
with microsecond time resolution [112—-115]. However, a distinct advantage of the
T-jump technique is that intrinsic fluorescence of proteins can be monitored without
interference from extrinsic labels [105, 106, 116—118]. Furthermore, the develop-
ment of a variety of fluorescent analogs of DNA bases allows the measurement of
local changes in the twist or flexibility of DNA upon protein binding [88, 119-121].
Thus, the T-jump technique combines superior time resolution with exquisite sensi-
tivity to monitor subtle changes in the conformation of biomolecules.

Kuznetsov et al. [118, 122] extended the application of laser T-jump to measuring
the dynamics of protein—-DNA interactions. The first such study probed the previ-
ously unresolved wrapping/unwrapping dynamics of single-stranded DNA (ssDNA)
around a single-strand binding (SSB) protein, an essential step in all DNA meta-
bolic processes. These experiments showed that this step occurs on a time scale of
tens of microseconds [118]. This study set an upper limit on how fast SSB can
translocate along DNA during replication, recombination, and repair, and held out
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promise for similar studies on other protein—-DNA systems with unresolved dynamics.
The second study, on the bending/unbending dynamics of DNA in complex with
IHF [122, 123], is discussed below.

6.3 Integration Host Factor: A Case Study

The IHF/HU family consists of closely related prokaryotic DNA-binding proteins
that induce large bends in DNA as a result of localized distortions, making them a
particularly interesting system to probe the role of DNA bendability in the recogni-
tion mechanism. These proteins are functionally analogous to both the histones and
the HMG box proteins of eukaryotes, and aid in chromosome compaction as well
as play specific architectural roles. All prokaryotes appear to have at least one IHF/
HU homolog. Cocrystal structures of three proteins from this family, the IHF from
Escherichia coli [23], the histone-like protein from Anabaena (AHU) [124], and
Hbb from the Lyme disease-causing spirochete Borrelia burgdorferi, were deter-
mined by Rice and coworkers [24]. All three proteins bind to the minor groove and,
when sequence specificity is involved, recognize their binding sites primarily by the
indirect readout mechanism [24, 125-129].

6.3.1 Specific and Nonspecific Binding Modes
of the IHF/HU Family of Proteins

IHF is an essential protein in several cellular processes including site-specific
recombination, transcription, DNA replication, and A phage packaging [130-133].
It binds with low or sub nanomolar affinities to several specific binding sites on
A phage DNA. These binding sites share a consensus sequence WATCARNNNNTTR
(W refers to A or T, N is any base, and R refers to a purine, A or G) located on one
half of the ~35 bp DNA segment that wraps around the protein [134]. Some IHF
sites also contain an A-tract consisting of 4—6 adenines located about 8-9 bp
upstream of the consensus region [135, 136].

HU functions within the cell by facilitating the formation of multiprotein com-
plexes mediated by DNA looping or bending [137-140], and is also implicated in
DNA repair [141, 142]. It has no sequence specificity and binds with moderate affinity
(~100 nM) to random DNA sequences. However, it shows strong preference for
DNA segments containing structural distortions such as nicks, gaps, bulges, or
branches [128, 143, 144]. Hbb is a recently characterized protein that, like IHF, plays
a role in DNA compaction as well as assembly of higher-order nucleoprotein com-
plexes. Hbb exhibits strong preferences for particular DNA sequences [24, 145].

In their nonspecific binding modes, these proteins play a role in chromosome
compaction [146]. The ability of IHF and HU to compact DNA has been investigated
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using micromanipulation techniques as well as with atomic force microscopy [92, 93,
147, 148]. Force-extension measurements on A DNA bound to nonspecific DNA-
bending proteins from the IHF/HU family, as well as the HMGB family, revealed the
formation of very tight complexes at protein concentrations above a certain threshold.
Under these conditions, no spontaneous dissociation of the proteins was observed
[93]. These results are in contrast to what is expected from dissociation constant
measurements on proteins bound to short DNA oligomers and suggest some kind of
cooperativity between bound proteins, perhaps mediated by underlying distortions of
the DNA structure that stabilize a filament [93]. Above a threshold concentration, HU
also demonstrates the unique ability to stiffen DNA [93, 147].

6.3.2 In the Specific Binding Mode, IHF Bends DNA
in a U-Turn

Proteins in the IHF/HU family have the same overall fold, with a largely o-helical
body capped by B-sheets that extend into two B-ribbon “arms” that are disordered in
the absence of DNA [23, 127, 149-152] (Fig. 6.3). In the complex, the B-arms wrap
around the DNA and lie in the minor groove, and the DNA is severely kinked at two
sites separated by 9 bp, which results in a large “U-turn” bend in the DNA. A highly
conserved proline residue at the tip of each arm induces or stabilizes DNA bending
by intercalating between base pairs at the site of the kinks. The DNA segments on
either side of the kink closely “hug” the protein, making several contacts with posi-
tively charged residues on the sides of the protein. The cocrystal structure of IHF,
obtained with a 35-bp DNA duplex containing the H' binding site from phage A,
showed that ~26 positively charged residues on the surface of the protein make ionic
interactions with DNA in the wrapped complex [23, 124]; in the Hbb complex with
35-bp duplex DNA, the number of ionic contacts is ~32 [24]. The cocrystal structure
of AHU was obtained with a 19-bp duplex [127], which is not long enough to show
the interactions that might be operative in stabilizing longer sequences. However,
interplay between intrinsic DNA flexibility and the ability to make more extended
contacts with the positively charged surface of the protein is believed to be an impor-
tant factor that contributes to the dramatically increased affinity of all three proteins
for sequences with inserted distortions [124]. This may be relevant for the role of
HU in recognizing and wrapping DNA repair intermediates [153—-157].

6.3.3 Ion Release in the IHF-H' Complex Is Coupled
to Protein Conformational Changes

The polyelectrolyte nature of DNA results in the condensation of high concentration
of cations in the vicinity of the double helix [158—160]. Release of these counterions
when proteins bind to DNA is responsible for a favorable entropic contribution to the
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Fig. 6.3 Cocrystal structures of the IHF/HU family of DNA-bending proteins. (a) Superposition
of the IHF-DNA and AHU-DNA cocrystal structures. The a- and f-chains of the IHF protein are
shown in blue and green, respectively, and the IHF DNA in gold (PDB code: 11HF). Conserved
proline residues are shown in red. AHU and the bound DNA are shown in gray (PDB code: 1P71).
(b) Sequence of the DNA substrate in the cocrystal structure with IHF, which contains the H' binding
site from bacteriophage A. The H' sequence was nicked at the position indicated by the black arrow,
to facilitate crystal packing. The DNA is observed to be sharply kinked at two sites in complex with
IHF, at two locations indicated by the blue arrows. (¢) The sequence of the DNA substrate in the
cocrystal structure with AHU containing three T¢T mismatches (shown in red) and four unpaired
T bases (green bases are stacked in the crystal structure, while the blue bases are flipped out).
(d) Side view of electrostatic surface representation of IHF. The localization of positive and negative
charges is shown in blue and red, respectively. (e) A superposition of all 25 NMR structures of the
HU protein from Bacillus stearothermophilus (PDB code: 1HUE) is shown in gray, with one of
these structures highlighted, with the a- and -chains shown in blue and green, respectively, and
conserved proline residues shown in red. (f) The structure of IHF-H' complex (1IHF) rotated by
90° relative to the view (a). The B-ribbon arms of the proteins of this family are more flexible in
the absence of a bound DNA. In the presence of a DNA substrate, they wrap around the DNA and
lie in the minor groove, and the prolines intercalate between the kinks in the DNA
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stability of protein-DNA complexes, resulting in a linear dependence of the loga-
rithm of the binding affinity versus log[salt]. The slope of this linear dependence can
yield an estimate of the net number of ions released when the complex is formed
[161]. For the IHF-H' complex, this slope is ~8-9 [79, 123, 162], which is signifi-
cantly smaller than the number of closely associated counterions expected to be
released from DNA, a number closer to ~20 [162, 163]. Moreover, this slope depends
on the type and concentration of anions [164], as was previously observed in the
case of ssDNA binding to SSB [160]. These studies indicate that the uptake and
release of anions by the protein also can contribute to the observed salt dependence
of protein—nucleic acid interactions [165].

Two additional observations made with isothermal titration calorimetry (ITC)
measurements of Saecker and Record and coworkers indicate unusual thermody-
namics of the IHF-H' complex. First, H' binding to IHF is accompanied by unusu-
ally large negative enthalpy, entropy, and heat capacity changes, with AH| ~—19
kcal/mol and TAS; = —9 kcal/mol at ~20°C, and ACS,, = =2 kcal/K, in 100 mM
KCI [162]. Second, the magnitudes of AH, AS;,and AC,, becoming less nega-
tive with increasing [KCI] [162]. Negative enthalpy, entropy, and heat capacity
changes that depend on the salt concentration have also been observed in the non-
specific binding of SSB to poly(dT) [165], and the nonspecific binding of mam-
malian high mobility group protein A2 (HMGA2) to poly(dA-dT), [166], in
contrast to what is expected if the observed salt-dependence is solely from the
entropic release of cations associated with the free DNA.

Negative enthalpy and entropy changes for the IHF-H' complex are unexpected.
In a comparison of the enthalpy and entropy changes for a wide range of DNA-
binding proteins, Jen-Jacobson et al. [167] pointed out a correlation between the
enthalpy changes and the extent of DNA distortions in the complex: complexes
with minimal distortion of the DNA typically exhibited favorable enthalpy change
compensated by an unfavorable entropy change, while complexes in which the
DNA was bent or severely distorted exhibited an unfavorable enthalpy change,
compensated by a favorable entropy change. In another study, Privalov et al. [168]
showed that minor groove-binding proteins exhibit positive enthalpy changes,
while major groove-binding proteins exhibit negative enthalpy changes. They
attributed the unfavorable enthalpy changes for the minor groove-binding proteins
to the displacement of highly ordered water from the A/T rich minor groove. IHF
stands out as a notable exception in that, despite binding to minor groove regions
that are generally A/T rich and severely distorting DNA, it exhibits large negative
enthalpy and entropy changes upon H' binding.

To explain the unusual thermodynamics of the IHF-H' complex, Saecker and
Record and coworkers proposed that the surface of IHF may be characterized by a
network of intraprotein salt bridges near the DNA wrapping surface, which become
protein—DNA salt bridges as a result of conformational changes in the protein upon
DNA binding. The large negative enthalpy and entropy changes were attributed to
the hydration of the negatively charged protein residues that are exposed when the
salt bridges are exchanged [162, 163]. The dependence of the binding enthalpy on
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salt could be attributed to the effect of salt on the stability of the protein [162, 169],
and to contributions from differential (salt dependent) ion—protein binding [165].

6.4 Time-Resolved FRET Measurements on IHF-H'’

Binding of IHF to its cognate site is accompanied by DNA bending, wrapping of
the B-ribbon arms around the DNA, intercalation of prolines to stabilize the kinks,
formation of electrostatic contacts between the DNA sugar—phosphate backbone and
the positively charged wrapping surface of the protein, release of ions, conformational
rearrangements in the protein, and formation of specific contacts between the protein
and the bent DNA that depend on the sequence of DNA in the consensus regions.
What are the time- scales for each of these steps in the recognition mechanism? The
kinetics measurements described below provide a glimpse into the sequence and
time scales of molecular rearrangements along the transition pathway.

6.4.1 Sequential Binding then Bending Observed
Jor the IHF-H' Complex

Do proteins bind and bend DNA in a concerted manner, or is the binding and bending
sequential, with an intermediate state in which the DNA is essentially straight or
only partially bent? Evidence for sequential binding and bending first came from
the study by Wuite and coworkers [91], on the rate of DNA cleavage by EcoRV.
More recently, stopped-flow measurements of Sugmura and Crothers [81], together
with laser T-jump studies of Kuznetsov et al. [122], provided the first direct obser-
vation of the DNA-bending rates in the IHF-H' complex [170].

The large bend in the H' substrate when bound to IHF makes it very amenable
to biophysical studies of the dynamics in the complex. The two ends of a 35-bp
long DNA segment containing the H' binding site are ~100 A apart in free DNA and
~50A apart in the IHF-H' complex [23]. Thus, time-resolved FRET measurements
on labeled DNA oligomers provide a very sensitive measure of changes in the end-
to-end distance and hence the bending/unbending dynamics [81, 171, 172].
Sugimura and Crothers [81] carried out stopped-flow FRET measurements on the
IHF-H’ complex and demonstrated that, under pseudo-first order conditions with
IHF concentration above the dissociation constant of the complex and in excess
over the DNA oligomer concentration, the observed relaxation rates at low IHF
concentrations scaled linearly with the concentration, as expected for a bimolecu-
lar process, but saturated at high IHF concentrations (Fig. 6.5¢). They interpreted
the limiting value of the observed relaxation rates as arising from a concentration-
independent, unimolecular process and identified it as the DNA bending step, which
occurred on time scales less than ~10 ms at room temperature. Their measurements
left open the possibility that the stopped-flow technique might be observing only



6 Dynamics and Mechanism of DNA-Bending Proteins in Binding Site Recognition 123

MPL

+O= E

Ter

Fig. 6.4 Sequential binding then bending mechanism proposed for the IHF-DNA complex formation.
IHF first binds nonspecifically to straight DNA, and then bends DNA to form the specific complex.
Two plausible pathways exist for the bending step. Each includes an intermediate partially bent
state (shown inside red brackets): (1) bending of first one arm of the DNA and then the other (fop) or
(2) a partial bending of DNA, perhaps from the wrapping of the f-arms of IHF around DNA

the end of a multistep DNA-bending pathway following the initial binding event,
with perhaps sequential bending of first one flanking arm and then the other, or a
weakly bent intermediate state (Fig. 6.4).

Kuznetsov et al. [122] used laser T-jump methods to probe the DNA bending/
unbending kinetics in the IHF-H' complex with a time resolution of a few micro-
seconds. This work extended the relaxation kinetics measurements to shorter time
scales and a wider temperature range (Fig. 6.5d). These authors obtained relaxation
rates for the unimolecular bending/unbending process that were in excellent agree-
ment with the bending rates obtained from stopped-flow studies, providing direct
support for the sequential binding and bending model.

6.4.2 DNA Bending Occurs on Time Scales Similar to Single
Base Pair Disruption

Stopped-flow and T-jump studies of DNA bending rates during formation of the
IHF-H' complex suggested a ~13 kcal/mol activation energy for the DNA bending
step (Fig. 6.5d), consistent with previous estimates of the enthalpic cost for disrupting
base-stacking interactions in DNA [173, 174]. An intriguing revelation from these
measurements was that the time scales and activation energy for DNA bending were
within the range of the time scales and activation energies for the opening of a single,
internal A:T base pair in B-DNA, obtained from NMR measurements of imino proton
exchange in nucleic acids [71, 175, 176]. These results suggested the possibility that
transient thermal disruption of base pairing and/or stacking, at weak points along the
DNA, may lead to spontaneous bending/kinking of DNA. If the resulting kink occurs
in the presence of bound protein and at a site appropriate for specific binding, then this
thermal fluctuation would be sufficient to overcome the free energy barrier. Favorable
interactions between the bent DNA and the protein, facilitated by conformational
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Fig. 6.5 Kinetics measurements on the IHF-H' complex using stopped flow and laser T-jump.
(a) Several variants are shown for the 35-bp long DNA oligomer containing the H' binding site of
THF, labeled with fluorescein and TAMRA on the 5' ends of the DNA strands, with the consensus
regions indicated in gray. Blue arrows denote locations of the two kinks in the IHF-H' cocrystal
structure, and black arrows denote positions of nicks in the sugar—phosphate backbone, in Nick A,
Nick B, and Nick C sequences. Nicked substrates were made without the dangling phosphoryl
group at the 3'-end. The TT8AT sequence contains two tandem mismatches indicated in red,
TTeTT and ATTA, separated by 8 bp. The H'44A sequence has a T-to-A substitution, shown in
red, in the TTR consensus region of H'. (b) The IHF-H' cocrystal structure (PDB code: 1IHF) is
shown with location of three positively charged residues, shown in red, that were substituted for a
neutral residue: (1) aK5A, with Lys—Ala substitution at position 5 of the a-chain, (2) BK84A,
with Lys—Ala substitution at position 84 of the -chain, and (3) aR21C, with Arg—Clys substitu-
tion at position 21 of the a-chain. The crystal structure was obtained with Nick A. The location of
the nicks in the Nick B and Nick C sequences are indicated in pink, at the center and right-hand
side of the H' structure, respectively. (¢) The observed relaxation rate k . versus IHF concentration,
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rearrangements in the complex, would then lead to a stable complex. The substantial
positive activation energy observed for the bending step, despite the large negative
enthalpy change obtained in the thermodynamics of forming the complex, supports
the picture that protein conformational rearrangements that contribute to the negative
enthalpy change occur after the rate-limiting step that characterizes the bottleneck in
the transition.

The picture that emerges is the following: the protein slides along the DNA in
search of its target site, probing the sequence-dependent thermal fluctuations of the
underlying DNA. When the protein reaches its target site, these random conforma-
tions adopted by the DNA match the binding interface of the protein. The bound
protein recognizes the appropriate transiently bent or kinked DNA conformation, and
captures this structure to form the tightly bound complex. Spontaneous bending/
kinking of DNA in the absence of a bound protein has been implicated in recent
studies [59-61, 67, 177-179], raising the question as to whether the DNA is capable
of undergoing thermal fluctuations in which distorted conformations are energetically
accessible [66, 122, 180—183]. The importance of thermal disruption of base pairs has
been implicated in the recognition of promoter sequence by RNA polymerase [182,
183]. Similarly, thermal stretching fluctuations may be playing a role in the binding
of RecA to DNA, with RecA binding preferentially to stretched DNA [180].

In the case of IHF, it can be debated whether disruption of a base pair is necessary
for kinking DNA or whether it is sufficient to disrupt stacking interactions [184].
The cocrystal structures of IHF-H' and HU-DNA show severe distortion of the
DNA helix parameters at the site of the kinks, but no evidence of disruption of the
Watson—Crick base pairs. Furthermore, the NMR time scales for the opening and
closing of base pairs depend strongly on the sequence context (Fig. 6.5d) and may
represent disruption of the stacking between bases, especially for an A:T base pair,
as suggested by the very wide range of opening times reported for opening of an
A:T pair in comparison with a G:C pair (Fig. 6.5d) [71].

<
<

Fig. 6.5 (continued) obtained from stopped-flow measurements, is plotted for intact H' (filled
blue circle), Nick A (filled green circle), Nick B (filled pink circle), and Nick C (filled red circle)
substrates at 20°C. (Data from [81, 190]). (d) The relaxation rates, k, are plotted versus inverse
temperature as obtained from three sets of T-jump measurements (filled circle, open diamond, and
open circle) under conditions where the T-jump perturbation does not dissociate the THF-H'
complex (data from [122, 185]). The plateau values of k, at high [IHF], obtained from stopped-
flow measurements, are also shown (filled triangle; data from [81]). The shaded areas represent
the range of base pair opening rates from imino proton exchange measurements (pink: A:T
opening rates; blue: C:G opening rates; data from [71]). The pink vertical bar represents opening
rates measured for an A:T pair in the H' sequence, at the site of the kink (data from [176]). (e) The
relaxation rates k, obtained from T-jump measurements on IHF-NickC (filled green circle),
IHF-TT8AT (filled red circle), and IHF-H'44A (filled blue circle), are plotted versus inverse
temperature. Plateau values of k| at high [IHF], from stopped-flow measurements on IHF-NickC,
are also shown (filled green triangle). (f) The relaxation rates k, obtained from T-jump measure-
ments on aKSA-H' (filled red circle), BK84A-H' (filled blue circle), and aR21C-H' (filled green
circle), are plotted versus inverse temperature. The continuous lines in (d)—(f) are Arrhenius fits to
the relaxation rates. The dashed black lines in (e) and (f) are the Arrhenius fit for the IHF-H'
relaxation rates, reproduced from (d)
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6.4.3 Insight into the Transition State Ensemble Probed
with Ionic Strength Dependence on the
DNA-Bending Rate

The thermodynamic complexity revealed in the ITC measurements of the IHF-H'
complex [162] was further probed by Vivas et al. [123], in an attempt to parse the
observed ionic strength dependence on the binding affinity into the individual
microscopic steps of bimolecular association/dissociation and unimolecular bending/
unbending. T-jump measurements in the range of 100-500 mM KCI showed a
nonlinear dependence of the observed relaxation rates on increasing [salt]. Below
~250 mM KClI, the observed relaxation was unimolecular, with the relaxation rate
nearly independent of [KCI]. Above ~300 mM KCl, dissociation of the IHF-DNA
complex became significant, and the observed relaxation process included contri-
butions from the bimolecular association/dissociation step, with the relaxation rate
decreasing with increasing [KCIl], with a slope of ~-2.3 in a log(rate) versus
log([KCI]) plot [123]. Based on stopped-flow measurements, Dhavan et al. [79]
reported a weak salt dependence for the on-rates, with a slope of ~—2 and a stronger
salt dependence for the off-rates, with a slope of ~4.

A unified description of the salt dependence of the equilibrium binding affinities
and relaxation rates for the IHF-H' complex was obtained in terms of the salt
dependence of the microscopic rates corresponding to the bimolecular association/
dissociation and unimolecular bending/unbending [185]. This analysis indicated
that approximately five of the total 8-9 ions are released in the bimolecular step,
with the bulk of the ionic effects appearing in the microscopic step corresponding
to the disruption of the nonspecific complex [185]. This result is unexpected, since
the extent to which the H' substrate makes contact with the protein in the fully
wrapped specific complex is significantly higher than in the nonspecific complex.
A plausible explanation for the net release of more ions in the bimolecular step than
during the unimolecular bending of DNA and wrapping around the protein is that
net counterion release during the unimolecular step is reduced as a result of uptake
and release of ions by the protein during conformational rearrangements and salt
bridge exchange in the protein—-DNA complex.

6.5 Role of DNA Bendability in the Recognition Mechanism

A thermodynamic linkage between increased probability for cyclization and
increased binding affinity by E. coli protein CAP [186, 187] and HPV E2 protein
[53] have demonstrated that if protein binding results in DNA bending, then the
protein will display a higher affinity for easily bent or “prebent” DNA. Another
example of enhanced affinity for prebent DNA comes from binding studies of pro-
moter sequences by TBP [188, 189]. The question persists: is this enhanced affinity



6 Dynamics and Mechanism of DNA-Bending Proteins in Binding Site Recognition 127

reflected in an increase in the rate of DNA bending, or a decrease in the rate of
DNA unbending? Is the DNA already bent in the transition state ensemble?

The role of sequence-dependent DNA flexibility in the ability of IHF to recognize
its cognate site and the nature of the transition state ensemble were further examined
by introducing (1) nicks in the sugar—phosphate backbone and (2) mismatches to
create internal loops, at or near the site of the kinks in the IHF-H’ complex (Fig. 6.5a).

6.5.1 Nicks in DNA at or near the Site of the Kinks
Increase the Bending Rate

Sugimura and Crothers introduced nicks in the sugar—phosphate backbone (Fig. 6.5a)
at (1) position A (located 1 bp removed from the site of the kink near the A-tract
in the H' sequence), (2) position B (located in between the two kink sites), and
(3) position C (located at the site of the other kink). Nick A substrate bound with
nearly the same affinity for IHF as the intact H', Nick B bound with approximately
twofold higher affinity [81], and Nick C with approximately fourfold higher affinity
[128, 190]. The stopped-flow measurements showed nearly fourfold increase in the
bending rates for both Nick A and Nick C, while the bending rates for Nick B were
unchanged in comparison with the intact H' substrate (Fig. 6.5c). Thus, making the
DNA more flexible at the site of either of the kinks accelerates DNA bending by
reducing the energetic cost for kinking DNA, while a nick where the DNA is not
bent in complex leaves the bending rate unchanged. Although both Nick A and
Nick C enhanced the bending rates, only Nick C showed an enhanced binding
affinity, indicating that the increased flexibility of the Nick A substrate is fortuitously
compensated elsewhere in the bent complex in such a way as to accelerate the
unbending/dissociation rate by roughly the same factor.

The effect of nicks on the binding affinity and the bending rates were modest,
and the activation enthalpy for the bending of the Nick C substrate was very similar
to that for the intact H' DNA (Fig. 6.5¢). These results are consistent with previous
studies on the structure of nicked DNA that indicate essentially straight DNA in
solution, highlighting the importance of stacking in maintaining the helical confor-
mation [70, 191-193].

The cocrystal structure of the IHF-H' complex was obtained with the Nick A
substrate (Fig. 6.3b), to facilitate crystal packing [23]. A nick at this site was shown
not to affect significantly the binding affinity [81, 171], or the bent conformation in
complex with IHF [171]. Rice and coworkers obtained the cocrystal structure of
IHF bound to a doubly nicked H' substrate, with nicks at positions A and C [128],
as well as the cocrystal structure of AHU bound to a tight-binding oligomer with
phased single-T insertions, spaced approximately the same distance apart as the
kinks in the IHF-H' structure [124] (Fig. 6.3c). An overlay of these structures
(Fig. 6.6) provided a picture of how the nick at position C in H' relieves the strain
in the complex in a manner very similar to DNA substrates with single-T insertions
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Fig. 6.6 Comparison of DNA structures in complex with IHF and AHU. (a) A stereoview of a
superposition of kinked DNA from the IHF-DNA (pink; PDB code: 1IHF) and the AHU-DNA
(green; PDB code: 1P78) structures shown in Fig. 6.3a, zoomed in on the site of the kink located
away from the nick in the DNA substrate for IHF. The tips of the -ribbon arms of IHF and AHU
are shown in white and gold, respectively, with the intercalating proline residues in yellow. The
DNA substrate for the AHU complex (Fig. 6.3¢c) has two single-T insertions near the site of each
kink, one of which is shown flipped out in the crystal structure, and the other, marked by an asterisk,
is intercalated. (b) A stereoview of a superposition of kinked DNA from another IHF-DNA structure
(pink; PDB code: 2HTO0), with doubly nicked DNA at positions indicated by Nick A and Nick C
in Fig. 6.5a, and the AHU-DNA structure (green; PDB code: 1P78). Nick C is directly at the site
of the kink. This picture illustrates that the strain in the kinked DNA backbone is relieved in a
similar manner when there is a nick or an extra T at the site of the kink. Figure reprinted from
[128], with permission from Elsevier

in complex with AHU [128]. Based on the structural information and binding affinity
measurements, Rice and coworkers suggested that the higher binding affinity of
IHF for the Nick C substrate is the result of a release of ~0.8 kcal/mol of backbone
strain in the bent complex, owing to a nick directly at the site of the kink at position
C [128]. The observation that the bending rate for Nick C increases by nearly the
same factor as the binding affinity, in comparison with the intact H' substrate,
suggests that the bending strain in the DNA substrate is already relieved in the tran-
sition state, thus also lowering the free energy barrier for DNA bending by the
same amount.
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6.5.2 How Flexible/Bendable Are Inserted Mismatches
at the Site of the Kinks?

Grove and coworkers [125, 126] carried out a detailed study of the effect of
sequence-dependent variations in the flexibility of DNA on binding affinity for
DNA-bending proteins. The binding of IHF, HU, and the eukaryotic HMGB1
was measured for DNA substrates whose flexibility was enhanced by mis-
matches that were inserted at various sites along the DNA. When compared to
perfect DNA duplexes, all three proteins showed higher affinity for DNA
duplexes containing tandem mismatches at two separate sites, creating four
nucleotide (4-nt) loops. Optimal increase in affinity was observed when the 4-nt
loops were separated by 8-9 bp [126]. As an example, a tenfold increase in bind-
ing affinity was obtained for the TT8AT variant of the H' sequence, with two
mismatches separated by 8 bp; one mismatch at the TT site coincident with the
kink on the A-tract side of the H' sequence, and another mismatch at the AT site
located at the edge of the WATCAR consensus sequence, and shifted 1 bp in the
3" direction from the site of the other kink, so as not to disturb the consensus
region (Fig. 6.5a).

T-jump measurements on the IHF-TT8AT complex yielded an approximately
sevenfold increase in the DNA-bending rates (Fig. 6.5e). Therefore, as in the case
of the Nick C substrate, nearly all the increase in the stability of the IHF-TT8AT
complex (~1.4 kcal/mol) is reflected in a corresponding smaller free energy barrier
for bending/kinking DNA. These results demonstrate that any weakening of the
base-pairing/stacking interactions at or near the site of the kinks enhances the bind-
ing affinities primarily because of the ease with which the DNA can be deformed,
and which appears in accelerated bending rates. An interesting experiment to fur-
ther probe the contribution of enhanced DNA flexibility to the bending step would
involve design of H' substrates with single-T insertions near the kink sites. The
~1,000-fold increase in binding affinity of AHU for DNA substrates with single-T
insertions, reported by Swinger and Rice [128], is already an indication that weak-
ening the stacking interactions at the site of the kinks may significantly accelerate
the bending rates.

6.5.3 IHF-H' Interactions that Stabilize the Bent Complex
are Made After the DNA Bending Step

What role does IHF play in the DNA bending step? What interactions between IHF
and H’, that stabilize the bent complex, are already present in the transition state
ensemble separating the nonspecific from the specific complex? One strategy to
probe the nature of the transition state ensemble is to perturb the complex by modi-
fying the DNA or protein and observing the effects on transition rates. Any pertur-
bation of stabilizing interactions that are formed after the system passes through the
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rate-limiting transition state should have no effect on the observed DNA bending
rate (as long as the flexibility of DNA at the site of the kinks remains unmodified).
On the other hand, any perturbation of interactions that are already formed in the
transition state should affect the bending rate by the same factor as the binding
affinity. Such a strategy would be analogous to the ¢-value analysis pioneered by
Fersht and coworkers to probe the transition state ensemble for protein folding
[194], and which has also been applied recently to examine the nature of the
encounter complex in the binding of the protein HPV16 E2C to DNA [195].

For this purpose, a particularly interesting modification would be the H'44A
sequence in which a single mutation of A for T at position 44 of the TTR consensus
region of H' in phage ADNA (Fig. 6.5a), results in a ~100-fold decrease in the binding
affinity [196]. Crystallographic studies from the Rice group indicate that the TTG
trinucleotide in the original H' consensus sequence results in an over-twist of the
DNA helix at the TG step that allows a chain of salt bridges (ionic interactions) to
be made with three amino acid residues of IHF [196]. In the TAG sequence, the
twist is spread out more evenly, thus disrupting the specific ionic interactions. This
result illustrates how sequence-dependent variation in the “twistability” of DNA is
exploited by IHF to recognize a part of its binding site. Kinetics measurements on
the IHF-H'44A complex showed that, despite the significant decrease in the binding
affinity of the H'44A substrate relative to H', the bending rates remained unchanged
(Fig. 6.5e), indicating that the specific interactions that IHF makes with the TTR
consensus site of H' are not yet made in the transition state ensemble [185].

Similar conclusions were drawn from measurements of H' bending kinetics in
complex with THF mutants that perturb electrostatic interactions between the posi-
tively charged wrapping surface of IHF and the bent DNA, by substitution of posi-
tively charged residues for neutral residues at locations where IHF makes close
contact with the DNA backbone. Kinetics measurements on three such mutants
(Fig. 6.5b), aK5A (Lys —Ala at position 5 of the a-chain), BK84A (Lys —Ala at
position 84 of the B-chain), and aR21C (Arg —Cys at position 21 of the a-chain),
yielded less than twofold change in the DNA-bending rates (Fig. 6.5f), despite nearly
60-fold decrease in binding affinity of aK5A and BK84A for H', again indicating
that each of these contacts are made after the transition state ensemble [185].

6.6 Recognition of Cognate Site by IHF Occurs in Two Steps

The microsecond sensitivity of the T-jump technique has begun to reveal two
distinct phases in the kinetics traces for the IHF-H' system (Fig. 6.7a), with a previ-
ously undetected fast phase appearing at ~100 us, and a slower phase between ~1
and 10 ms (Fig. 6.7d) [185]. Thus, the mechanism by which IHF recognizes and
binds tightly to its cognate site appears to involve at least two steps (Fig. 6.7¢). The
origin of the fast phase remains to be fully investigated. Kinetics measurements on
the TT8AT substrate (Fig. 6.7¢), together with two additional substrates, the TT-loop
(with the 4-nt loop located on only one kink site), and the AT-loop (with the 4-nt
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Fig. 6.7 Biphasic kinetics observed for the unimolecular bending step in the IHF-H' complex.
(a) Relaxation kinetics trace in response to a ~7°C T-jump (from 25°C to 32°C) for the IHF-H'
complex, probed by fluorescence changes of the donor (fluorescein) at 520 nm, is plotted versus
time on a logarithmic scale. The red line represents a fit to the relaxation kinetics in terms of a
distribution of relaxation times (data from [185]). (Inset) The distribution of relaxation times
(T =k ") that best describes the relaxation kinetics shows two distinct peaks at ~100 ps and ~1 ms.
(b) Measurements on a control sample, with donor-only labeled strand of DNA, in the absence of
IHF, show no kinetics in the time range of 30 us—10 ms. The red line represents a horizontal fit to
the data points. (¢) A free energy schematic illustrating two steps in the bending kinetics. The first,
rapid step, appears to be independent of variations in the H' sequence. The second, slow step, is
unaffected by the H'44A mutation but gets faster for the TT8AT substrate, by roughly the same
factor as the increase in binding affinity. (d, e) Relaxation rates for the two components (circles:
fast phase; triangles: slow phase) are plotted as a function of inverse temperature for IHF-H'
(filled black circle, filled black triangle), IHF-TT8AT (filled red circle, filled red triangle), and
IHF-H'44A (filled blue circle, filled blue triangle). The continuous lines represent Arrhenius fits
to the two separate components for each sample. The dashed black lines in (e) represent the
Arrhenius fits to the two components of the IHF-H' complex, reproduced from (d)

loop located on the other kink site), provide a clue. All three variants of the H’
substrate showed two phases [185]. However, in each case, only the slower phase
was accelerated by the insertion of the 4-nt loop, whether on one kink site or the
other or both, while the fast phase remained unchanged [185]. These results suggest
that the two steps do not reflect sequential bending of the two flanking arms of
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DNA but, instead, from a partially bent intermediate state, whose bending dynamics
appear to be independent of DNA flexibility at the kink sites. In H'44A, where the
modification in the TTR consensus site of the H' sequence is removed from the site
of the kinks, neither of the two components in the bending kinetics are significantly
affected (Fig. 6.7e).

One plausible explanation for the rapid phase is that it corresponds to a sequence-
nonspecific bending of DNA, due to asymmetric neutralization of the phosphate
charges on one face of the DNA [197-199]. Maher and coworkers demonstrated
spontaneous bending of DNA when the charge on one helical face was modified,
either by incorporation of neutral phosphate analogs [200] or by tethering cations
on bases to form ions pairs with phosphates [201], resulting in a DNA bend in the
direction toward the reduced charge. Nonspecific bending of DNA has also been
observed in protein-DNA complexes, in which the charges on the protein binding
surface are modified by substitution of uncharged residues by charged residues,
with the DNA bending toward the protein if the excess charges are positive, and
away from the protein if the excess charges are negative [202-205].

In the case of IHF, both the B-arms of the protein as well as the protein surface
between the arms are lined with positive charges, and it is likely that the protein
partially bends DNA even in its nonspecific binding mode, with perhaps the 3-arms of
IHF weakly wrapped around DNA. This rapid bending phase could represent fast
scanning of potential binding sites by IHF during random target search. The slow
phase would then be the ultimate recognition step. Direct measurements of the wrapping/
unwrapping dynamics of the $-arms, for example, by introducing Trp residues at suit-
able positions on the arms, could be a key experiment to resolve the origin of the fast
phase, and to add insight into DNA binding site recognition and bending by IHF.

6.7 Concluding Remarks

This chapter has discussed recent progress in monitoring the DNA binding and
bending dynamics in site-specific recognition by IHF, an architectural protein from the
eubacterial family of DNA-bending proteins ubiquitous in prokaryotes. This family of
proteins provides a paradigm for investigating indirect readout of DNA sites and the
mechanics of DNA bending. IHF recognizes several sites on phage A DNA, and
sharply bends the DNA at its cognate site by nearly 180° over about 35 bp, creating
two kinks in the bent DNA stabilized by intercalation of highly conserved proline
residues, located on two B-ribbon arms that wrap around the DNA in the complex.
Stopped-flow measurements on the IHF-H' complex, together with laser T-jump
studies, provided the first direct observation of the unimolecular bending kinetics
of DNA. These measurements resolved a long-standing question as to whether
binding and bending of DNA by DNA-bending proteins must occur in a concerted
manner, or can be sequential, and demonstrated distinct binding and bending steps.
DNA bending in the IHF-H' complex occurs on the same time scale as thermal
disruption of a single base pair in B-DNA, indicating that spontaneous bending/
kinking of DNA by thermal disruption of base-pairing/stacking interactions may be the
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rate-limiting step in the DNA conformational change responsible for high-affinity
recognition of the specific binding site. Modifications in the H' sequence that
increase its flexibility at the site of the kinks accelerate the bending rates, as
expected because of the reduced energetic cost of bending DNA. On the other hand,
modification in a consensus region well removed from the site of the kink, designed
to perturb specific protein—-DNA contacts, leaves the bending rates unchanged
despite a 100-fold decrease in the binding affinity. Similarly, IHF mutants have
been prepared with neutral residues replacing positively charged residues at sites
where the flanking DNA arms on either side of the kinks make close contact with
the protein. These mutants do not affect DNA bending rates, although the binding
affinity decreases ~60-fold.

T-jump measurements also revealed a previously undetected rapid phase in the
bending kinetics, occurring on time scales of ~100 ms. In contrast to the relaxation
rates for the slow phase, which are affected by modifications in the DNA that make
it more flexible at the site of the kinks, the relaxation rates for the fast phase appear
to be unaffected. An attractive possibility, that remains to be explored, is that this
rapid phase corresponds to the wrapping and unwrapping of the 3-arms of the protein
in a nonspecific binding mode, as IHF scans potential binding sites.

IHF-H' is the only protein-DNA complex for which the rates of the unimolecular
bending step have been reported within the time resolution of stopped -flow. It is
possible that the rather severe bend induced in DNA by IHF, together with the fact
that the DNA must kink at two sites, makes for slow (millisecond) recognition of its
binding site. It is unknown how quickly DNA bends during formation of complexes
with other DNA-bending proteins. An outstanding question remains: how fast is the
recognition step in comparison with the time required for protein scanning in the
vicinity of a potential binding site. Direct visualization of protein sliding on DNA
has yielded one-dimensional diffusion constants in the range of ~2x10° to
3% 10° bp*/s [206-210], which correspond to stepping times per bp of ~200 ns to
~500 ps. Sequence-specific DNA-binding proteins must recognize their binding
sites faster than they diffuse away. The experimental tools at hand now present an
exciting opportunity to gain insight into the time scales of binding site recognition.
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Chapter 7
Studies of Sequence-Nonspecific HMGB
DNA-Binding Proteins

L. James Mabher, 111

7.1 The DNA Persistence Length Problem in Brief

DNA is the genetic material in most organisms. Extremely long DNA molecules
(1 m per haploid genome in the case of humans) must be packaged, replicated,
repaired, and transcribed within living cells [1]. Remarkably, DNA is among the
stiffest of all natural polymers, both in terms of resistance to bending and to twisting.
What is the origin of this DNA stiffness and what mechanisms do cells use to manage
it? These are the questions that motivate our work in this area.

The stiffness of purified DNA is perhaps most directly measured by ring closure
experiments catalyzed by DNA ligase [2-5]. The cyclization probability reflects the
relative concentration of one DNA terminus in the vicinity of the other and is quan-
tified as the J factor (units of molarity). The length dependence of the J factor is
predicted well by application of the worm-like chain model (7.1) over a wide range

of DNA lengths [6—12]:
P _L
(R)= 2PL{1—Z(1—8 PH (7.1)

where L is the contour length, <R>> is the mean squared end-to-end distance, and
P is the polymer persistence length (~140 bp or 47.6 nm for DNA under physiologi-
cal conditions).

Plots of the theoretical dependence of the J factor on DNA chain length are
informative. An example is shown in Fig. 7.1a. Three important conclusions are
evident from this plot. First, the maximum likelihood of DNA cyclization occurs at
~500 bp, and the probability of cyclization falls dramatically for shorter sequences.
Second, the length dependence of cyclization rapidly diminishes for chains longer
than 500 bp. Third, the twist inflexibility causes a striking sinusoidal oscillation in
J factor when DNA end alignment is considered. This twist inflexibility rapidly
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Fig. 7.1 Conceptual role of HMGB proteins in modulating apparent DNA stiffness.
(a) Length-dependent DNA flexibility predicted by the worm-like chain (WLC) model in DNA
cyclization experiments. The J factor measures end-to-end concentration sensitive to helical align-
ment. The inset expands a portion of the length range. (b) Schematic illustration of the potential
of HMGB proteins (triangles) to induce a random ensemble of collapsed DNA structures with
enhanced J factors. Members of this ensemble cyclize more rapidly than naked DNA. Adapted
from Zimmerman and Maher [62]

decays for lengths above 500 bp. These results express the fact that DNA molecules
of length P have an average R/L ratio of (2/e)*’ (i.e., ~0.9) and shorter molecules
are increasingly rod like. In contrast, long DNA molecules behave in a more flexible
manner, with end-to-end distance scaling as (2PL)*3. Thus, short DNAs are rod like
(rigid) and long DNAs are threadlike (flexible). This result has crucial implications
for DNA function. Active compaction of even long thread-like DNA is required in
viruses and cells. Although the 1-m human genome is predicted to spontaneously
collapse into a coil with end-to-end distance of ~400 pwm, the diameter of the human
cell nucleus is ~7 um, requiring an additional ~60-fold compaction. More impor-
tantly, gene regulation and recombination often requires interaction between
proteins bound to DNA sites separated by a few hundred base pairs or less.
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Over these distances, the rod-like character and twist inflexibility of DNA are
dramatic and should to create large energy barriers to protein—protein contacts.

A compelling puzzle has emerged when the in vitro and in vivo physical proper-
ties of DNA are compared. DNA appears to be more flexible in vivo than in vitro.
Classic experiments have shown DNA looping to be the mechanism of repression
in the Escherichia coli lac operon. Detailed analysis led Record et al. to estimate
DNA bend and twist flexibilities in vivo that are sevenfold and twofold higher,
respectively, than in vitro [13—15]. A recent updated analysis by Zhang et al. places
the discrepancies at 1.6-fold and threefold, respectively [16]. What is the origin of
this apparent DNA “softening” in vivo? It seems unlikely that DNA has intrinsi-
cally different physical properties in bacteria. Rather, it is hypothesized that the
apparent difference is due to factors such as negative supercoiling and DNA-
binding proteins present in vivo. Travers [17], Crothers [18], and Johnson [19-21]
originally proposed that sequence-nonspecific architectural proteins are capable of
transient binding and kinking of DNA and contribute to reduced apparent DNA
persistence length (Fig. 7.1b). Such factors could facilitate the tight bending of
DNA required for looping in recombination and gene control. Johnson et al., as
well as others [22-24], identified specific architectural proteins capable of these
effects, including the heat unstable (HU) protein in bacteria and high-mobility
group B (HMGB) proteins in yeast, insects, and vertebrates [25].

7.2 HMGB Background

7.2.1 HMGB In Vitro Characteristics and Properties

High-mobility group (HMG) proteins are abundant eukaryotic chromatin-associated
proteins named for their small size and high mobility on polyacrylamide gels. The
HMG proteins encompass three broad families that are unrelated in sequence and
structure [26-29]. First, HMGA family members contain AT-hook motifs. Second,
HMGN proteins contain a nucleosome-binding domain. Finally, HMGB family
members (the focus of this chapter) can be sequence-specific or nonspecific and con-
tain highly conserved HMG “box” motifs. Sequences and structures of representative
HMGB proteins are illustrated in Fig. 7.2 and compared with the unrelated E. coli
HU protein [30, 31]. The structure of a designed two-box HMGB protein complex
with DNA has also recently been reported [32]. Interestingly, DNA bending by two-
box HMG proteins can be less than by single-box proteins because the bends induced
by the two-box protein may be out of phase. While different in structure, HU and
HMGB proteins both cause strong bending of DNA with little or no sequence speci-
ficity. Both proteins combine the action of one or more amino acid side chains as
intercalative “wedges” in the minor groove with additional favorable electrostatic
interactions and asymmetric charge neutralization (Fig. 7.2b, see Nhp6A). The HU
protein is abundant with ~25,000 heterodimers per cell during exponential growth.
HU appears to bind and kink DNA in the E. coli GAL repression loop in vivo and
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Fig. 7.2 HMGB protein sequence and structure. (a) Conserved HMG box sequences from mammalian
double-box proteins HMGB1 and HMGB2, yeast single-box protein Nhp6Ap, and the mamma-
lian sequence-specific HMGB single-box protein LEF-1. Conserved alpha-helical segments are indicated
by numbered rectangles (above). Primary intercalating residues that interact with the DNA minor
groove are boxed and highlighted by asterisks. (b) Structures of HMGBI1 box A interacting with
platinum-cross-linked DNA (/eft, pdb code 1ckt [34]), and yeast Nhp6A (center, pdb code 1j5n [30]).
HMGB intercalating residues are shown in dark blue, and the cationic leader of Nhp6Ap is shown in
magenta. (¢) The bacterial architectural protein HU (pdb code 1p78 [31, 83]). Adapted from
Zimmerman and Mabher [62]

in vitro [22-24]. HMGB proteins are also abundant with ten different HMG box
proteins in yeast and the similar HMGB1 and HMGB2 proteins of mammals present
at one HMGB protein per ~15 nucleosomes. Sequence-nonspecific HMGB proteins
contain one or two HMG boxes. Each box encodes amino acids that form three alpha
helices to engage DNA as an “L”-shaped structure (Fig. 7.2b). This module widens
the DNA minor groove through partial intercalation of one or more amino acid side
chains between base pair stacks (Fig. 7.2a, boxes) [25, 33]. These perturbations cause
strong DNA bending away from the engaged DNA surface. The HMG box A of
mammalian HMGBI1 (Fig. 7.2b, left) is shown bound to a DNA segment distorted by
platinum cross-linking [34]. Figure 7.2b (right) depicts the structure of the yeast
single-box protein Nhp6Ap complexed with unmodified DNA [35]. Putative interca-
lating residues are shown in dark blue. Nhp6Ap also contains a strongly cationic
leader sequence (Fig. 7.2b, right, magenta) positioned in the major groove to asym-
metrically neutralize the compressed sugar—phosphate backbone. This interaction
apparently contributes significantly to DNA bending [36]. Thus, DNA bending by
HMGB proteins involves a combination of minor groove widening, amino acid wedg-
ing, and asymmetric charge neutralization. HMGB proteins appear to be partially
unstructured when not bound to DNA and electrostatic forces have been shown to
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dominate van der Waals and hydrogen bonding interactions in both DNA binding and
bending by sequence-nonspecific HMGB proteins [36]. While strong sequence-
nonspecific bending by the prokaryotic nucleoid protein HU involves minor groove
interactions, a completely different scaffold is involved (Fig. 7.2b, left).

Though similar, subtle features of “A box” and “B box” domains of two-box
mammalian HMGB proteins can be distinguished [25]. The A box domain differs
in the shape and orientation of helix I and the identity of potential intercalating resi-
dues. Isolated A box domains are less effective at DNA bending [20]. The sequence
of human HMGB2(box A) [hereafter, HMG box domains A and/or B are indicated
in parentheses, e.g., HMGB2(A)] is illustrated in Fig. 7.2a. Whereas the intercalating
phenylalanine in helix II is present in both box A and box B domains of two-
box HMGB proteins, the alanine in helix I does not intercalate strongly [25]. Boxes
A and B are also distinguished by the lengths and geometries of helices I and II,
with helix I being short and straight in box A, but bent in box B [25]. The single-
box HMGB protein Nhp6Ap conforms to the box B family (Fig. 7.2). NhpbAp is
distinguished from HMGB2(A) by the identity of the intercalating residue in helix I
(methionine in Nhp6Ap), a longer helix I, and a highly cationic leader sequence.
Characteristics of HMGB proteins have been reviewed [17, 18, 28, 29, 37-40].
Early results characterized HMGB proteins as specific for binding distorted DNA,
as in cruciform structures and chemical cross-links [34, 41, 42].

Despite the in vitro evidence that HMGB proteins can enhance apparent DNA
flexibility by sequence-nonspecific DNA kinking, the actual in vivo functions of
HMGB proteins remain unknown. Just as deletion of genes encoding the E. coli HU
protein causes a nucleoid structure defect and other problems [21, 43, 44], deletion
of mammalian HMGB1 causes neonatal death in mice due to hypoglycemia of
unknown origin [45]. The Saccharomyces cerevisiae single-HMG-box proteins
Nhp6Ap and Nhp6Bp result from apparent gene duplication [46, 47]. Deletion of
these genes causes a temperature-sensitive growth phenotype in yeast that has been
shown to result from the role of Nhp6 proteins in transcription of the U6 small
nuclear RNA by RNA polymerase III [48, 49].

Besides their role as architectural factors, HMGB proteins have been proposed
as catalytic facilitators in transcription factor binding [19, 50-52], components of
the FACT complex that facilitates transcription through chromatin [53], cofactors
in DNA repair [54], and modifiers of chromatin structure [40]. Remarkably,
mammalian HMGB proteins are also recognized as extracellular hormones in
cardiac pathology [55]. Thus, much remains to be learned of these proteins. This work
summarized here has provided some new insights.

7.2.2 The Mystery of HMGB Function In Vivo

The actual roles for HMGB proteins in living cells remain uncertain and controversial.
Some possibilities are illustrated in Fig. 7.3. The original studies of Johnson et al.
[19, 20] emphasize the ability of HMGB proteins to replace HU in supporting
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tightly bend DNA structures required for recombination (Fig. 7.3a). The fact that
HMGB proteins could improve the growth and morphology of HU mutant E. coli
also suggested a potential role for HMGB proteins in general DNA compaction
[21]. Interestingly (perhaps surprisingly), these authors showed that the yeast
HMGB proteins Nhp6A/B also enhanced Gal4-dependent gene transcription by a
mechanism that seemed to involve functions of the GALI core promoter rather
than facilitation of DNA looping between the core promoter and Gal4p-binding
site [19]. On the other hand, a fascinating recent study of factors that restrict gene
activation to short distances in yeast revealed that mutation of the HMGB gene
SPT2 caused gene activation to occur over longer distances, consistent with a
role of Spt2p in reducing average loop distances by enhancing DNA flexibility
[56]. Spt2p has also been implicated as a chromatin component that participates
in proper recruitment of the machinery responsible for mRNA cleavage and
polyadenylation [57].
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Fig. 7.3 Proposed roles for HMGB proteins. (a) As originally discovered by Paull et al. [20],
mammalian HMGB1 and HMGB2 (red triangle) can substitute for bacterial HU during in vitro
DNA inversion recombination by Hin recombinase (gray circles). (b) As proposed by Travers
[40], HMGB proteins could deform DNA near the nucleosome entry point. The result could be
loosened chromatin structure and facilitation of nucleosome migration and transcription factor
binding. (¢) Possible role of yeast Nhp6A in altering core DNA/histone interactions to facilitate
transcription through chromatin [58]. (d) Possible reorganization of normal euchromatin into an
alternate chromatin structure containing the yeast HMGB protein Hmolp at highly transcribed
ribosomal gene clusters (rDNA) [61]. (e) “Catalytic” role for HMGB proteins in facilitating tran-
scription factor binding, noting the example of p53 [51]
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The preference of HMGB proteins for distorted DNA suggests the possibility that
nucleosome binding is involved in the dominant HMGB function. Travers has pre-
sented a thoughtful proposal [40] for HMGB involvement in “priming” of nucleosomes
for displacement by sliding (Fig. 7.3b). Yeast Nhp6 proteins are also known to be
components of the FACT complex that enhances RNA polymerase transcription
through chromatin. This observation and subsequent experiments have suggested a
rather different role (Fig. 7.3c) for HMGB protein binding to core (rather than entry
point) nucleosomal DNA during modification of chromatin structure [58].

Recent studies of the yeast single-HMG-box Hmol protein [59] reveal an entirely
different possibility for this HMGB protein. Approximately 10% of the yeast
genome and 60% of all yeast RNA transcripts encode ribosomal RNAs. The peculiar
chromatin structure at active ribosomal genes appears to be devoid of histones, but
is enriched in Hmolp [60, 61]. This intriguing result suggests that HMGB proteins
could replace histone octamers in the formation of an alternative “chromatin” of
unknown structure (Fig. 7.3d). Finally, there is evidence that HMGB proteins can
facilitate transcription factor or repair protein binding to DNA [19, 50-52, 54]. In at
least one curious case involving p53, the role appears to be catalytic (Fig. 7.3e).

7.3 Overview of Recent Contributions

7.3.1 HMGB Mechanism from the Single-Molecule Perspective

Some of the in vitro properties of purified HMGB proteins were illustrated in our
recent experiments to test the hypothesis that HMGB interactions with DNA are
transient. The study used conventional ensemble experiments [62]. We tested our
hypothesis by adding HMGB proteins to create distorted DNAs with rapidly
interconverting conformations. We showed that optimal HMGB concentrations
indeed enhance ligase-mediated cyclization (Fig. 7.4a). Using timed competition
with unlabeled competitor DNA, electrophoretic gel mobility shift experiments
showed that HMGB proteins are rapidly exchanging on and off the DNA such that
all the proteins had exchanged onto unlabeled competitor within 60 s (Fig. 7.4b).
Thus, HMGB binding was found to be both weak and transient under conditions
where DNA cyclization is strongly enhanced. During the course of this work, we
also detected novel complexes in which HMGB proteins simultaneously bind more
than one DNA duplex when elevated concentrations of DNA are present (Fig. 7.4c).
This interesting result is observed for both single-box and double-box proteins,
suggesting that HMGB proteins can bridge DNA segments that cross forming
nodes [62].

We recently applied ensemble experiments to understand the importance of
amino acid residues that distinguish box A-like and box B-like HMGB proteins
[63]. As described above, box A and box B homology domains have subtle
sequence differences such that box B domains bend DNA strongly, while DNA
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Fig. 7.4 In vitro activities of rat HMGBI1. (a) Enhancement of ligase-mediated cyclization of
195-bp radiolabeled DNA (“Lin”) to form circles (“Cir”). Heat-treated HeLa cell nuclear extract
(“HeLa NE”) and purified recombinant rat HMGB1(A +B) enhance cyclization in a ligase and
protein concentration-dependent manner. Lanes 5-9 correspond to HMGB1(A +B) concentrations
of 1.6, 8, 40, 200, and 1,000 nM, respectively. (b) Transient nature of HMGB-DNA complexes
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Fig. 7.5 Cyclization kinetics and modeling of DNA flexibility enhancement by HMGB proteins.
(a) Effects of Nhp6Ap and HMGB1(A +B) on DNA ligase-mediated cyclization kinetics of 200-
bp DNA. (b) Approach to calculate experimental J factors from cyclization data. (¢) Modeling by
Monte Carlo simulation to explore cyclic DNA chain conformations (cyan) whose probabilities
are enhanced by HMGB proteins (Nhp6A proteins in this example; red)

bending by isolated box A domains is weaker. We applied DNA T4 ligase-mediated
cyclization kinetics assays in vitro (Fig. 7.5a) to show that an isolated HMG box A
domain derived from human HMGB?2 folded poorly and did not enhance apparent
DNA flexibility in this in vitro assay. The application of formal cyclization kinetics
analysis (Fig. 7.5b) is important to distinguish enhancement of apparent DNA
flexibility from simple enhancement of end joining. We found that substitution of

Fig. 7.4 (continued) revealed by binding to 0.5 nM labeled DNA followed by addition of 1 uM
unlabeled competitor and electrophoresis after the indicated competition times. HMGB1(A +B)-DNA
complexes (lanes 2 and 4) completely exchange with unlabeled DNA within 1 min of competition
(lane 5). (¢) Interaction of 0.5 nM labeled duplex DNA (lane 1) with 400 nM HMGB1(A +B) alone
(lane 2) or with addition of the indicated nanomolar concentrations of unlabeled duplex DNA (lanes
3-7). The novel complex involving HMGB1(A +B) protein bridging labeled and unlabeled DNA
duplexes is indicated (asterisks). Adapted from Zimmerman and Maher [62]
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a small number of cationic residues from the N-terminal leader of a functional yeast
box B protein, Nhp6Ap, rescued the ability of HMGB2A to enhance DNA flexibility.
These results demonstrated important roles for cationic leader amino acids of
Nhp6A in protein folding, DNA interaction, and DNA bending. Our experimental
studies of HMGB protein enhancement of apparent flexibility are being supple-
mented with theoretical modeling of the results. Figure 7.5¢ shows an example of
results of Monte Carlo modeling of HMGB effects on DNA ring closure (Rueter,
Czapla, Peters, Maher, Olson, unpublished results).

The Maher, Williams, and Israeloff laboratories have been collaborating to apply
single-molecule methods to analyze HMGB protein mechanisms. Our original
work [64] involved single-molecule analysis of HMGB effects on apparent DNA
flexibility using optical tweezers (Fig. 7.6a) to measure the forces required to
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Fig. 7.6 Single-molecule force spectroscopy studies of HMGB effects on apparent DNA persis-
tence length. (a) Diagram of optical tweezers instrumentation with laser trap focused on the bead
at right, with tension exerted by movement of the bead at left. Phage A DNA is captured by its
termini. Force-extension data are collected and fit to the WLC model to extract the apparent DNA
persistence length in the absence or presence of DNA-binding proteins. (b) Decrease in apparent
DNA persistence length induced by human HMGB2(A) protein. The naked DNA persistence
length was ~45 nm (132 bp), vs. ~3 nm (9 bp) for 8 nM HMGB1 in 50 mM Na*. (¢) Decrease in
apparent DNA persistence length in the presence of human HMGB2(A) compared to rat
HMGBI(A +B). Adapted from McCauley et al. [64, 66]
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stretch single-DNA molecules. Parameters describing DNA flexibility, including
contour length and persistence length, were revealed. In the presence of nanomolar
concentrations of isolated HMG box A from HMGB2, DNA showed a decrease in
its persistence length, where the protein induced an average DNA bend angle of
114 +21° for 50 mM Na*. The DNA contour length increased from 0.341+0.003 to
0.397+0.012 nm/bp, independent of salt concentration. In 50 mM Na*, the protein
did not unbind even at high DNA extension, while in 100 mM Na*, the protein unbound
only below concentrations of 2 nM. These observations supported a flexible hinge
model for non-cooperative HMG binding at low protein concentrations. These
studies are consistent with the results of Marko et al. [65]. However, at higher pro-
tein concentrations, a cooperative filament mode was observed instead of hinge
binding. This mode was uniquely characterized by high-force optical tweezers
experiments [64]. A key result from this work was the effect of the HMG domain
on DNA persistence length (Fig. 7.6b).

We continued this work by studying the effects of single- and double-HMGB
box proteins on single-phage lambda DNA molecules [66]. A dual beam optical
tweezers was used to extend double-stranded DNA in the absence and presence of
a single-box derivative of human HMGB2 [HMGB2(A)] and a double-box deriva-
tive of rat HMGB1 [HMGB1(A +B)]. The single-box domain was observed to
reduce the persistence length of the double helix, generating sharp DNA bends with
an average bend angle of 99+9°, and at very high concentrations also stabilized
double-stranded DNA. The double-box motif contains two consecutive HMG box
domains joined by a flexible tether. This protein also reduced the DNA persistence
length, inducing an average bending angle of 77+7° and stabilizing dsDNA at
much lower concentrations. These results suggested that the single- and double-box
proteins both increase DNA flexibility and stability, but the effects are achieved at
lower concentrations for the double-box protein at constant monovalent salt
concentration. A key result is shown in Fig. 7.6c.

We recently published atomic force microscopy (AFM) data [67] relevant to the
mechanism of HMGB enhancement of apparent flexibility. Details of induced DNA
bending were studied by examining complexes of double-stranded DNA with
HMGB2(A) and HMGB1(A + B) using AFM in tapping mode in air (Fig. 7.7a, b).
DNA end-to-end distances and local DNA bend angle distributions (Fig. 7.7¢c) were
analyzed for protein complexes deposited on a mica surface. For HMGB2(A) bind-
ing, we found a mean induced DNA bend angle of 78° with a standard deviation of
23°, while HMGB1(A +B) binding gave a mean of 67° and a standard deviation
of 21°. These results were consistent with analysis of the observed global persis-
tence length changes derived from end-to-end distance measurements, and with
results of DNA stretching experiments. The distributions of bend angles induced by
both proteins were moderately broad. This result is inconsistent with either a static
kink model or a freely flexible hinge model. Thus, the HMGB mechanism for
enhancement of apparent DNA flexibility must be intermediate, differing from that
of the E. coli HU protein, which in previous studies showed a very broad angle
distribution consistent with a flexible hinge model.
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Fig.7.7 AFM analysis of DNA bend angles induced by HMGB2(A). Linear plasmid DNA is deposited
from dilute Mg** solution onto mica and dried. Imaging was by tapping. (a) Image of 0.09 nM DNA
in the presence of 3.1 nM HMGB2(A) colored to show height information. (b) Calculated height
information based on (a), distinguishing bound HMGB proteins (upper line that transects protein/DNA
complexes) from DNA alone (lower line). (¢) Distribution of HMGB protein-induced DNA bend
angles showing a moderately broad angle distribution inconsistent with either a flexible hinge or a static
kink model of HMGB mechanism. Adapted from Zhang et al. [67]

7.3.2 HMGB Mechanism in an E. coli DNA Looping Model

Can the effects of HMGB proteins on apparent DNA stiffness be studied quantita-
tively within living cells? An in vivo lac repression looping assay [13—15, 43, 68-71]
was originally conceived (independently) by Record et al. and Miiller-Hill et al.
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Fig. 7.8 Lac repressor looping assays of DNA flexibility in living E. coli cells. (a) Simplified lac
promoter (P)-reporter (lacZ) constructs placed on F’ episome. Strong (O,,,) and weak (O,) operators
are spaced between 63 and 91 bp. (b) Out-of-phase spacings loop poorly due to DNA twist inflexibil-
ity. (¢) In-phase spacings allow looping and gene repression. (d) Reporter gene activity under induc-
ing (ind) or repressing (rep) conditions shown as repression ratio (above) or normalized reporter
gene activity (below). The irregular pattern in upper panel is due to dephasing of sinusoidal patterns
in lower panel. (e) Repression looping is inhibited in the absence of the architectural protein HU
(data points and red lines). (f) Rescue of DNA looping by a variant of the yeast Nhp6A protein (data
points and red lines) in the absence of the architectural protein HU. Data from panel D are shown in
gray for comparison. Adapted from Becker et al. [73]

in their studies of constraints on DNA repression loops in living bacteria due to
inflexibility of the repressor protein and looped DNA. As shown in Fig. 7.8a, the
lacZ reporter gene is placed downstream from a simple promoter that overlaps a
very weak lac repressor-binding site (O, operator). This gene is poorly repressed,
but repression can be dramatically enhanced by placement of a strong operator
(O,,,,) upstream of the promoter. It was found that analysis of lacZ repression as a
function of operator spacing provided a very sensitive assay of the bending and
twisting flexibility of DNA in vivo [1, 13, 16, 43, 68, 72]. When the operators are
out of phase (Fig. 7.8b), looping is energetically unfavorable due to the need for
DNA twisting. When in-phase (Fig. 7.8c), looping is facilitated because the local
concentration of repressor at O, by virtue of proximity to 0, is actually higher
than the concentration of free repressor.

The E. coli lac looping system is amenable to quantitative analysis (e.g., Fig. 7.8d, e).
Here, the lower panels show the B-galactosidase (product of the lacZ reporter gene)
activity extracted from living cells as a function of operator spacing for constructs
inserted into the large F” episome of E. coli. Cells are analyzed for B-galactosidase
activity in the absence (uninduced) or presence (induced) of IPTG, a lactose analog
that reduces affinity for lac repressor for DNA. The ratio of the induced:repressed
activities (the so-called repression ratio) is shown in the upper panels. Thermodynamic
modeling is then possible by several approaches [13, 14, 16, 43, 68, 72, 73]. Fitting the
oscillating plots of the repression dependence on operator spacing [13, 43, 68]
suggests that the in vivo apparent DNA torsional modulus is ~fourfold lower than the
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accepted range of approximately 24 x 107! ergcm for naked DNA in dilute solution
[74]. DNA-bending stiffness did not appear to affect looping for loop sizes of 60—90 bp
[43, 68]. Such short loops are highly unfavorable in naked DNA [75], though exactly
how unfavorable has been the subject of recent debate [12, 76, 77].

We originally recreated an in vivo E. coli lac-operon-based system for measuring
apparent DNA bend and twist flexibility in vivo [43]. The dependence of reporter
gene repression on lac operator spacing reflects the in vivo energetics of forming
the small DNA repression loop involving bending and twisting strain. The key
results of our original work were that (1) binding of inducer alters both the affinity
of lac repressor for DNA and also the geometry of residual repression loops and
(2) deletion of the E. coli HU protein drastically destabilizes small repression loops
(compare Fig. 7.8d and e), an effect that can be partially overcome by the expres-
sion of a heterologous HMGB protein (Fig. 7.8f). These results showed for the first
time that the inherent inflexibility of DNA restrained looping and modulated by HU
in vivo. Strikingly, analysis of these data has suggested that the in vivo physical
properties of the repressor loop DNA in the absence of HU more closely match the
behavior of naked DNA in solution [16].

The fact that eukaryotic HMGB proteins can complement bacterial HU deficit
[21, 43, 63, 73] is actually quite remarkable. HMGB and HU proteins share no
sequence homology and interact with the DNA minor groove using very different
strategies (Fig. 7.2b). Bacterial chromatin lacks nucleosomes, and it seems unlikely
that bacterial proteins can guide HMGB proteins to DNA-binding sites. In spite of
this seemingly inhospitable environment, HMGB proteins and variants are capable
of addressing fundamental and universal challenges of DNA compaction as they
rescue DNA looping in cells lacking HU.

We took advantage of this in vivo system to explore effects of other architec-
tural proteins [78] on apparent DNA flexibility in living E. coli cells [68]. After
building appropriate genetic deletion strains, we tested DNA looping in bacteria
lacking the nucleoid proteins HU, IHF, or H-NS. We confirmed that deletion of
HU inhibits looping and that quantitative modeling suggests residual looping
even in the induced operon. Deletion of IHF had little effect. Interestingly, DNA
looping was strongly enhanced in the absence of H-NS, and we proposed an
explanatory model involving reduced interhelix bridging in the absence of H-NS.
Chloroquine titration, psoralen cross-linking, and supercoiling-sensitive reporter
assays showed that the effects of nucleoid proteins on looping were not correlated
with their effects on either total or unrestrained supercoiling. These results
suggested that host nucleoid proteins can directly facilitate or inhibit DNA looping
in bacteria.

Our initial experiments had suggested that some eukaryotic HMGB proteins
can functionally substitute for HU in facilitating DNA looping in our lac assay
strains [43]. We then further explored the extent to which HMGB proteins and
derivatives could complement the DNA looping defect in E. coli-lacking HU protein.
We found that derivatives of yeast HMGB protein Nhp6Ap could rescue DNA looping
in E. coli-lacking HU, in some cases facilitating looping to a greater extent than is
observed in E. coli expressing normal levels of HU protein. Nhp6Ap-induced
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changes in the DNA length dependence of repression efficiency suggest that
Nhp6Ap altered DNA twist in vivo. In contrast, human HMGB2-box A derivatives did
not rescue looping [68].

More recently, we applied the E. coli in vivo DNA looping assay in combination
with in vitro biochemical experiments to address a question related to HMGB
structure and function. HMGB proteins are composed of one or two conserved
HMG box domains, each forming three alpha helices that fold into a sequence-
nonspecific DNA-binding module recognizing the DNA minor groove. As
described above, box A and box B homology domains have subtle sequence differ-
ences such that box B domains bend DNA strongly, while DNA bending by isolated
box A domains is weaker. Both box A and box B domains preferentially bind to
distorted DNA structures. Single-box-HMGB proteins resemble box B. We showed
using DNA cyclization kinetics assays (in vitro) and E. coli DNA looping assays
(in vivo) that an isolated HMG box A domain derived from human HMGB?2 folds
poorly and does not enhance apparent DNA flexibility in these assays [63].
Surprisingly, substitution of a small number of cationic residues from the N-terminal
leader of functional yeast box B protein Nhp6Ap conferred the ability to enhance
DNA flexibility. These results demonstrated important roles for cationic leader
amino acids in HMGB folding, DNA interaction, and DNA bending [63]. These
data reinforce the concept that asymmetric charge neutralization plays a role in the
mechanism of Nhp6Ap.

7.4 Future Directions in the Study of HMGB Proteins

Despite years of study (and multiple excellent review articles), we remain ignorant
of both the fundamental DNA-bending mechanism of HMGB proteins and their
true functions in the complex biology of the nucleus. Considering their small size,
simple structure, and remarkable abilities to alter apparent DNA physical properties,
the HMGB proteins remain attractive targets for biophysics and molecular biology.
A variety of informative experiments can be imagined for the future. Some of these
approaches are ongoing through collaborations in which we are fortunate to be
involved. Examples are discussed below.

With respect to the fundamental mechanisms of DNA bending by HMGB
proteins, time-resolved ensemble and single-molecule fluorescence resonance
energy transfer (FRET) experiments have the potential to reveal details of protein-
binding and DNA-bending kinetics. These data will allow insight into whether
there are kinetic intermediates in the kinking of DNA by HMGB proteins. Does
the HMGB protein transiently occupy linear DNA and then engage in bending
only after the DNA stochastically samples a kinked geometry through thermal
energy or are DNA binding and kinking concerted and inseparable? FRET experi-
ments could also supplement AFM [67] to reveal the extent of DNA flexibility at
the site of protein binding. Single-molecule experiments (optical tweezers, AFM,
and other methods) also have the unique potential to reveal how HMGB proteins
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and mutants change both the structure and physical properties of naked DNA and
reconstituted chromatin in vitro.

Because the biological roles of HMGB proteins remain unclear, there are
tremendous opportunities for molecular biology to shed new light. Techniques such
as chromatin immunoprecipitation and chromatin endogenous cleavage [79] offer
the potential to map various HMGB proteins on chromatin in situ within living cells.
Not only can these methods illuminate the various roles of HMGB proteins in
eukaryotes but can also help us to understand whether the ability of HMGB proteins
to rescue DNA looping in HU-deficient bacteria is due to direct protein binding to
the repression loop. Other techniques, such as chromosome conformation capture
[80, 81], provide powerful tools to understand how DNA flexibility and looping are
influenced by perturbation of architectural proteins (including endogenous or exog-
enous HMGB proteins) in mammalian cells, yeast, and bacteria. From an engineer-
ing perspective, artificial targeting of HMGB proteins to new chromosomal sites
offers intriguing prospects for the artificial control of gene expression. Such target-
ing could involve direct fusion between a sequence-nonspecific HMGB protein and
a sequence-specific targeting factor [82] or development of a noncovalent HMGB
recruitment domain to attract the architectural factor to the engineered protein. DNA
flexibility and loop geometry are likely to be important in control of gene expression
in both prokaryotes and eukaryotes. Building tools to artificially and gene specifi-
cally influence these parameters is an exciting challenge.

7.5 Summary

Discovered as small, chromatin-associated eukaryotic proteins, the sequence-
nonspecific HMGB proteins are intriguing in their ability to alter the apparent
physical properties of DNA in vitro and in vivo. Both ensemble biochemical analy-
ses and single-molecule experiments are revealing details of the DNA-binding and
DNA-bending mechanisms of these small proteins. A host of biological functions
have been suggested for the HMGB proteins, necessitating application of new
assays within living cells. Even after many years of study, much remains to be
learned about these simple, powerful, and enigmatic proteins.
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Chapter 8
DNA Interactions with Single-Stranded DNA

Binding Proteins and Retroviral Nucleic Acid
Chaperones by Force Spectroscopy

Mark C. Williams and Ioulia Rouzina

8.1 Introduction

In this chapter, we compare and contrast the biophysical properties of two important
classes of nonsequence-specific nucleic acid binding proteins: single-stranded
DNA binding proteins (SSBs) from bacteriophages and nucleocapsid proteins
(NCs) from retroviruses. The SSBs comprise the primary noncatalytic component
of the DNA replication machinery, functioning to bind and protect all available
single-stranded DNA (ssDNA) at the DNA replication fork. The NC proteins are
necessary components of the RNA reverse transcription complex, playing roles
analogous to those of SSBs in DNA replication. The primary function of NC is to
facilitate RNA and DNA refolding into low-energy conformations, a property
referred to as nucleic acid chaperone activity. This function is necessary for almost
every step of retroviral reverse transcription. Application of single molecule DNA
force spectroscopy methods has advanced the characterization of bacteriophage
SSB and retroviral NC interactions with single-stranded (ss) and double-stranded
(ds) DNA molecules beyond what was known from conventional solution studies.
By applying single molecule techniques to wild type and mutant NC and SSB
proteins from several biological systems, we have been able to illustrate a continuous
spectrum of properties that distinguish proteins as effective nucleic acid chaperones
or ssDNA stabilizers.

8.2 Single-Stranded DNA Binding Proteins

Single-stranded DNA binding (SSB) proteins are essential DNA replication proteins
that participate in DNA replication in all three domains of life [1]. The most basic
function of SSBs is to bind single-stranded DNA produced transiently during DNA
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replication or repair processes. Binding protects ssDNA from nucleases and inhibits
the formation of secondary structure within the ssDNA. However, SSBs are also
known to interact with other replication, recombination, and repair proteins, and
may directly facilitate these processes, perhaps even recruiting additional proteins
to ssDNA [2]. SSBs have the common feature that they bind ssDNA through an
oligonucleotide/oligosaccharide (OB) fold, but SSBs from different replication
systems vary significantly in the number of OB folds, the mechanism of interaction
with other proteins, the multiplicity of subunits in the binding unit, and in coopera-
tivity. Here, we discuss the simplest SSB proteins, derived from bacteriophage
replication systems. Despite the simple replication system of the bacteriophages
and the presence of only one OB fold in each monomeric binding unit, the DNA
binding mechanisms of bacteriophage SSBs are only beginning to be understood.

The most well-studied SSB is the bacteriophage T4 gene 32 protein (gp32),
which was the first SSB to be isolated [3]. gp32 plays an essential role in DNA
replication, recombination, and repair [4]. gp32 also binds preferentially to ssDNA
relative to double-stranded DNA (dsDNA), and displays high cooperativity only
when binding to ssDNA. This cooperative binding allows gp32 to form clusters
along ssDNA, enhancing ssDNA protection from nucleases and preventing secondary
structure formation. gp32 has three major structural domains, as determined by
proteolytic cleavage [5]. The central, core domain (residues 22—-253) contains the
DNA binding site, while the N-terminal domain (residues 1-21) is involved in
homotypic protein—protein interactions that lead to highly cooperative ssDNA
binding. The C-terminal domain (CTD) (residues 254-301) is involved in hetero-
typic protein—protein interactions, which may help to regulate its DNA affinity or
to recruit other proteins to sSDNA bound by gp32. The acidic CTD also diminishes
the ability of the protein to bind nucleic acids, a property that will be described in
detail later [6-9].

Like T4, bacteriophage T7 serves as a model replication system that can be used
to understand how the complex DNA replication process is coordinated with rela-
tively few proteins. In fact, T7 only requires four proteins to form the T7 replisome:
DNA polymerase with its processivity factor thioredoxin, the helicase/primase, and
the SSB protein gp2.5 [10]. Like T4 gp32, T7 gp2.5 also binds to ssDNA with a
single OB fold, and it binds preferentially to ssDNA. However, T7 gp2.5 differs in
that it binds ssDNA with little or no cooperativity and forms a dimer in solution
[11], whereas gp32 is monomeric. Dimerization involves strong electrostatic inter-
actions between the acidic C-termini of monomers and the DNA binding site of its
dimer partner. Thus, in order for gp2.5 to bind DNA, this dimerization interaction
must be broken [12, 13]. gp2.5 interacts with other components of the T7 replisome
and is also involved in T7 DNA replication and recombination [14-21].

The SSB proteins from bacteriophage T4 and T7 locate ssDNA binding sites
through weak dsDNA binding followed by rapid diffusion along dsDNA in one
dimension. Both proteins dissociate from ssDNA slowly, on the time scales of tens of
seconds to several minutes. Such slow dissociation is likely necessary for the proteins
to perform their primary sequestering functions. On the other hand, such slow binding
kinetics may also inhibit recombination events, in which the protein must be actively
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removed to promote strand annealing or other nucleic acid rearrangements. In T4,
slow binding kinetics is overcome by recombination mediator proteins such as UvsY,
which facilitate the removal of T4 gp32 from ssDNA during recombination [22].

8.3 Nucleic Acid Chaperone Proteins from Retroviruses

In contrast to the relatively complex bacteriophage recombination system, nucleic
acid recombination and rearrangement in retroviruses is facilitated primarily by the
nucleocapsid (NC) protein. NC proteins are generally small, cationic proteins of
50-100 amino acids, less than one-third the size of the bacteriophage SSBs. All
orthoretroviral NC proteins contain one or two zinc fingers as a primary structural
feature, in which the zinc is coordinated by a CCHC motif [23, 24]. NC coats
nucleic acids in a manner reminiscent of SSBs, but is more readily displaced from
the nucleic acid by other proteins. We do not fully understand the mechanism by
which NC proteins bind with high affinity to ssDNA yet facilitate nucleic acid rear-
rangement. During the initial retroviral assembly process, the NC protein is a small
component of a polyprotein called Gag. The latter contains three major proteins:
NC, capsid, and matrix. When the virus is assembled, NC binds and packages two
identical copies of genomic RNA [25-27]. The matrix protein on the opposite end
binds to the cell membrane, creating a spherical structure with NC and RNA on the
inside and the membrane on the outside. Later, during retroviral maturation required
for infectivity, Gag is cleaved by the retroviral protease and the overall structure of
the virus is rearranged. NC, capsid, and matrix are released, and the structure of the
NC-bound RNA also changes in a process called dimerization [28-30]. NC is
released from Gag as NCpl5, but is then further cleaved to NCp9 and then to
NCp7, mature NC. These precursor forms of NC have different DNA binding char-
acteristics [31, 32], and there is some evidence that they may play specific roles
during HIV-1 replication [33-35]. Because dimerization requires rearrangement of
RNA secondary structure, this process likely requires the nucleic acid chaperone
activity of NC. It is not yet clear whether Gag itself can facilitate significant
secondary structure rearrangements, or if rearrangements such as dimerization
require NC to be first cleaved from Gag.

After the retrovirus infects the host cell, its genomic RNA must be copied into
dsDNA so that the viral genomic DNA can be inserted into the host cell genome.
The process of copying the sSRNA into proviral dsDNA is called reverse transcription,
and is performed by the enzyme reverse transcriptase (RT) with the participation of
NC, as will be discussed in more detail below. The process of inserting viral
dsDNA into the host genome is referred to as integration, performed by the enzyme
integrase with the participation of NC [33, 36]. After integration, viral RNA is
transcribed and packaged or translated into proteins and more viruses are assembled
to continue the viral life cycle [37].

NC is required for multiple steps in reverse transcription, including tRNA primer
annealing and strand transfer events. In these processes, NC serves primarily as a
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nucleic acid chaperone. This function is best understood through a specific example.
Reverse transcription begins with a single molecule of single-stranded RNA.
However, this lowest energy form of this RNA involves intramolecular base pairs,
creating a complex structure. Initiation of reverse transcription requires an annealed
primer with a free 3' terminus to act as nucleophile. In HIV-1, the primer is
provided by tRNA™*3 which is annealed to a complementary primer binding site
on the HIV-1 genomic RNA with the assistance of NC [38—40]. Reverse transcrip-
tion then proceeds from this point until the end of the template is reached. As this
occurs, the RNaseH domain of RT degrades the RNA that has been copied. In order
for reverse transcription to continue, the new ssDNA strand must be transferred to
the other end of the genome (presumably brought into proximity by folding in three
dimensions) and annealed to a complementary RNA sequence. This seemingly
unlikely process is termed minus-strand transfer (Fig. 8.1). Remarkably, stable
secondary structures (over 20 bp each) are formed by both the DNA that has been
polymerized by RT and the complementary RNA. Without NC, these two structures
cannot anneal to form the DNA-RNA hybrid duplex required for completion of
reverse transcription. NC is required for obligatory and random strand transfer
events observed during reverse transcription [41-45] and other nucleic acid refold-
ing events [46].

Because NC is an essential component of every stage of the HIV-1 life cycle, it
is an intriguing anti-HIV drug target [47-49]. The most obvious candidates for
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HIV-1 antagonists are compounds that target the zinc finger domains of NC. Such
agents initially showed great promise, but were not pursued due to toxicity [50].
More sophisticated methods are needed to target NC and Gag. This will require a
detailed mechanistic understanding of NC function in retroviral replication. Here,
we describe a detailed biophysical mechanism for the nucleic acid chaperone func-
tion of NC. We identify specific regions of the protein responsible for this activity,
and we compare the activity of HIV-1 NC with that of NC proteins from other
retroviruses. Finally, we compare the DNA interactions of retroviral NC proteins
with those of bacteriophage SSBs, which exhibit many similar characteristics,
despite their significantly different functions during replication.

8.4 Single Molecule Force Spectroscopy Studies
of Bacteriophage T4 and T7 SSB Proteins

Figure 8.2a shows a schematic diagram of an optical tweezers instrument used for
stretching single DNA molecules. In these experiments, a single bacteriophage A
genomic DNA (48,500 bp) is labeled on each end with several biotin molecules.
Only one strand is labeled at each DNA terminus so the DNA is free to rotate as it
is stretched. Similar experiments can be done with magnetic tweezers and atomic
force microscopes. All three instruments allow one to stretch single DNA mole-
cules and measure force—extension curves with nanometer or better position resolu-
tion and piconewton (pN) or better force resolution [51].
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Fig. 8.2 (a) Schematic diagram of dual beam optical tweezers instrument for stretching single
DNA molecules. (b) Typical DNA stretching (various solid symbols) and relaxation (open
symbols) data from single L DNA molecules in 100 mM Na* solution (10 mM HEPES, pH 7.5).
The left solid line is a theoretical curve representing the wormlike chain model for a stiff polymer
corresponding to dsDNA, while the right solid line is a theoretical curve representing the freely
jointed chain model for a more flexible polymer, corresponding to ssDNA. When the approxi-
mately constant force transition exhibited by the data at ~65 pN is reversible, the area between the
stretching data and the ssDNA stretching curve represents the DNA melting free energy
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As DNA is stretched to its B-form contour length, the required force begins to
increase rapidly as the randomly coiled DNA is straightened and the helical form
itself begins to stretch [52, 53]. At forces near 60 pN, an abrupt phase transition
occurs. In this regime, DNA can be stretched to 1.7 times its B-form contour length
with very little increase in force (Fig. 8.2b) [54-56]. It has been demonstrated that
this transition, referred to as the DNA overstretching transition, is the force analog
of thermal melting. The DNA is converted from dsDNA to ssDNA, and the fraction
of melted DNA increases as the length of the construct increases through the transi-
tion [57, 58]. For example, solution conditions such as high and low pH, high
temperature, and low salt, which lower the DNA thermal melting temperature, also
correspondingly lower the overstretching force [59-61]. In addition, it has been
shown that the fraction of DNA base pairs exposed to solution corresponds to the
position in the transition, proving that the DNA is melted during the process [62].
Finally, small molecules and proteins that destabilize [63] and stabilize [56, 64]
DNA in thermal melting correspondingly decrease or increase the required over-
stretching force [65, 66]. Therefore, the DNA overstretching transition should
properly be considered as a DNA force-induced melting transition.

8.5 Single Molecule Measurements of Equilibrium ssDNA
Binding by SSB Proteins

When DNA is stretched in the presence of single-stranded DNA binding proteins,
the required melting force is reduced. When the experiment is performed under
conditions that protein association and dissociation occurs more rapidly than force-
induced melting, the melting force is a direct measurement of the protein binding
affinity. However, when DNA is stretched at typical pulling rates in the presence of
T7 gp2.5 or T4 gp32, this process is not reversible, as shown in Fig. 8.3. In the
presence of either protein, the melting force is indeed lower than in the absence of
protein. However, upon relaxation, the DNA does not reanneal, as indicated by the
different relaxation and stretching forces. Theoretically, one could obtain the equi-
librium force by stretching the DNA extremely slowly. However, it is much more
practical to instead apply force at a typical rate (in the range of 25-100 nm/s) and
then stop at the midpoint of the melting transition. By then measuring the force as
a function of time at constant position, one obtains an exponential decay of the
melting force. At long times (on the order of 30 min), the force eventually becomes
essentially constant, revealing the equilibrium DNA melting force. The equilibrium
protein—ssDNA binding affinity, K ,can be obtained by measuring the equilibrium
melting force as a function of concentration and fitting that dependence to a simple
thermodynamic model [7]:

_ 0 2T
F,=F = Tn(1+K,c) @.1)
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Fig. 8.3 (a) Stretching (solid line) and relaxation (dotted line) curves for A-DNA in the absence
of protein (black) and in the presence of 30 uM T7 gp2.5 (stretch — red, relax — pink) or in the
presence of 300 nM T7 gp2.5-A26C (stretch — blue, relax — light blue). Data are taken in 10 mM
HEPES pH 7.5, 50 mM [Na*] and with a pulling rate of 25 nm/s. (b) DNA stretching force at
constant position as a function of time in the absence of protein (black) and in the presence of
10 uM T7 gp2.5 (red) or 80 nM gp2.5-A26C (blue). The light colored curves show the time
dependence of DNA reannealing, in which the DNA molecule has been melted by force and
relaxed back to the same position in the presence of 10 uM gp2.5 (pink) and 80 nM gp2.5-A26C
(light blue). Data are taken in 10 mM HEPES pH 7.5, 25 mM [Na*]. (¢) Stretching (solid line) and
relaxation (dotted line) curves for A-DNA in the absence of protein (black) and in the presence of
200 nM gp32 (red) or 200 nM *I (blue). Data are taken in 10 mM HEPES pH 7.5, 100 mM [Na*]
with a pulling rate of 100 nm/s. (d) DNA stretching force as a function of time at constant position
in the absence of protein (black) and in the presence of 200 nM gp32 (red) or 200 nM *1 (blue) as
well as the time dependence of DNA reannealing in which the DNA molecule has been melted by
force and relaxed back to the same position in the presence of 200 nM gp32 (pink) or 200 nM *I
(light blue). Figure is adapted from [67] and is used with permission from the publisher (Institute
of Physics)

Here F is the measured equilibrium melting force at a given protein concentration,
F! is the DNA melting force in the absence of protein, n_ is the ssDNA binding
site size in nucleotides, Ax is the change in length of DNA upon melting at a given
force, and k, is Boltzmann’s constant. Thus, by fitting F, vs. C, one obtains the
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measurements of K andn_ . Such fits are shown in Fig. 8.4 as solid lines, along
with the measured data as points, for T4 gp32 and T7 gp2.5, as well as their respec-
tive C-terminal truncation mutants, T4 gp32 *I and T7 gp2.5-A26C, all as a func-
tion of salt concentration [67].

Figure 8.5 shows the quantitative results derived from the fits of Fig. 8.4, shown
as K _for the wild-type (WT) gp32 and gp2.5 in Fig. 8.4a, and asK  for the
CTD-truncated version of these proteins, T4 gp32 *I and T7 gp2.5-A26C, in Fig. 8.4b.
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Fig. 8.4 (a) Measured DNA equilibrium melting force as a function of protein concentration for
T7 gp2.5 for solutions of 5 mM Na* (diamond), 25 mM Na* (square), and 50 mM Na* (circle).
(b) Measured DNA equilibrium melting force as a function of protein concentration for T7
gp2.5-A26C for solutions of 25 mM Na* (circle), 50 mM Na* (diamond), 75 mM Na* (triangle),
and 100 mM Na* (square). (¢) Measured DNA equilibrium melting force as a function of protein
concentration for T4 gp32 for solutions of 50 mM Na* (square), 75 mM Na* (triangle), 100 mM
Na* (circle), 150 mM Na* (diamond), and 200 mM Na* (open square). (d) Measured DNA equi-
librium melting force as a function of protein concentration for the T4 gp32 C-terminal truncate
*I for solutions of 50 mM Na* (square), 75 mM Na* (triangle), 100 mM Na* (diamond), 150 mM
Na* (circle), and 200 mM Na* (open square). For all parts, lines were fitted to data using (8.1) and
a ? analysis. Figure is taken from [67] and is used with permission from the publisher (Institute
of Physics)
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Fig. 8.5 (a) Measured equilibrium association constants for T4 gp32 (square) and T7 gp2.5 (dia-
mond) to ssDNA (filled symbol) or dsDNA (open symbols). (b) Measured (symbols) equilibrium
association constants for T4 gp32 C-terminal truncate *I (square) or T7 gp2.5-A26C (diamond) to
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[67] and is used with permission from the publisher (Institute of Physics)
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The K, results are discussed below. For both T4 and T7 proteins, the wild-type SSB
shows very weak salt dependence, while the C-terminal truncation shows a much
stronger salt dependence. This change may reflect the high negative charge of the C
terminus in both cases. The C-terminal tail interacts electrostatically with the cationic
DNA binding site in the core of the protein. In the case of T4 gp32, the C-terminal
tail binds directly to the DNA binding site of the same molecule, inhibiting ssDNA
binding. In the case of T7 gp2.5, the C-terminal tail binds to the ssDNA binding site
of its dimer partner, facilitating dimerization and inhibiting ssDNA binding. In both
cases, removal of the C terminus exposes the DNA binding site on the protein core
and facilitates ssDNA binding by the protein. This interpretation, which explains the
difference between the wild type and C-terminal truncates of both proteins, is
supported by a wealth of bulk biochemical data on T4 gp32 [68—72] and T7 gp2.5
[14, 15, 73-77]. However, a complete understanding of the salt-dependent ssDNA
binding and helix-destabilization properties of these well-studied model SSB proteins
was not available until these force spectroscopy experiments [6-9, 13, 78]. Two
unique aspects of single molecule force spectroscopy were important in this case.
First, thermal melting studies of DNA binding proteins are limited by the thermal
stability of the protein. Workers must use short oligonucleotides or use conditions of
very low salt to melt DNA without melting protein. Force-induced melting avoids this
issue. Second, force spectroscopy experiments allow direct control of the double- or
single-stranded state of the DNA molecule in real time, allowing control of the rate
of protein reaction with the ssDNA or dsDNA lattice.

8.6 Single Molecule Measurement of the Rate of SSB
Association with ssDNA and Equilibrium dsDNA
Binding by SSB Proteins

In addition to allowing measurement of equilibrium binding of proteins to ssDNA,
single molecule force spectroscopy also permits analysis of protein—ssDNA binding
kinetics. As shown in Fig. 8.3, DNA stretching in the presence of T4 gp32 and T7
gp2.5 displays hysteresis, suggesting that the binding reaction is not reversible
under the conditions tested. The nonequilibrium nature of the experiments suggests
that protein binding is slow and that the kinetics of binding can be measured.
To pursue this analysis, we exploited the observation that the force at which force-
induced melting occurs depends on pulling rate [6, 78]. The physics behind this rate
dependence can be described by a simple model, in which the transition occurs
when the rate of pulling (nm/s) is equal to the rate at which proteins can bind to
ssDNA exposed on the end of the DNA molecule due to thermal fluctuations. The
rate of fluctuational opening of ssSDNA at the ends of the molecule decreases
exponentially with the free energy of base pair opening, which is of the order of 2k, T
under the solution conditions used here. In order for a protein to bind, a number of
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bases equal to the binding site size of the protein must be exposed. In the case of
both T7 gp2.5 and T4 gp32, the site size is n =7, so the rate of protein binding to
ssDNA in the absence of force is negligible. However, in the presence of force, the
free energy of melting decreases significantly such that fluctuational opening of
the base pairs at the end of the molecule becomes significant. The condition for the
pulling rate v to equal the fluctuational opening rate is given by:

k,T v o
F.(v)= 0 Ax In (2”33 Ak, )+ F. 8.2)
Here, F, (v) is the pulling rate-dependent observed melting force in the presence of
protein, Ax is the change in length of DNA upon conversion from dsDNA to pro-
tein-bound ssDNA, £k, is the rate at which proteins encounter a new ssDNA site,
and the factor of 2 reflects the possibility of ssDNA site opening at either end of the
molecule. The other variables have the same meanings as in (8.1).

Measurements of F, (v) vs.in (v) for different concentrations of T7 gp2.5-A26C
and T4 gp32 *I are shown in Fig. 8.6a, c, respectively. For both proteins, the slope
of the plot is constant and independent of protein concentration, and the same holds
for the wild-type proteins (data not shown). Based on (8.2), the slope can be used
to directly determine n_ because the parameters preceding the natural logarithm
are known. We obtain n =7, in agreement with bulk measurements of the binding
site size for these proteins. In addition to allowing the estimation of binding site
size, the condition F, (v)=F, gives the rate at which proteins encounter binding
sites at the ends of the molecule. These rates can be calculated theoretically from
the “first passage time” for the protein [79, 80]. The results, shown in Fig. 8.4b, d,
were initially surprising because they do not depend linearly on protein concentra-
tion and they exceed the theoretical 3D diffusion limit for colliding with the two
available binding sites on the molecule.

The surprisingly rapid kinetics with which SSB proteins find stretch-induced
ssDNA binding sites can be explained by recognizing that these proteins need not
diffuse from bulk solution, but can be captured from local dsDNA to which they are
prebound. This hypothesis explains the fact that the apparent bimolecular rate of
SSB-ssDNA association exceeds its 3D diffusion limit because this rate is in fact
not bimolecular, but rather depends on the square of the protein concentration in
solution (Fig. 8.6b, d [81]). Indeed, if sufficient protein is prebound to dsDNA, then
the time required to encounter a new ssDNA site is determined only by 1D sliding
of the protein on dsDNA, a function of the square of bulk protein concentration. It
has been shown that the rate under these conditions can be expressed as [6]:

k,=(20/n, )k, (8.3)

Here, k, is the observed rate of finding the binding site from (8.2), k, is the sliding
rate along the DNA molecule, which is a property of the protein related to its 1D
diffusion constant, and #, and © are the binding site size and fractional satura-
tion of the protein on the dsDNA lattice. The fractional saturation of the DNA lattice
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is determined by the binding affinity of the protein for dSDNA, which in turn is
estimated by the McGhee—von Hippel binding isotherm:

(1-©)"

0=K,n, C -
(1-0+0/n,)™

(8.4)

By combining (8.3) and (8.4), we then fit the data in Fig. 8.6b, d with three fitting
parameters K, , n, , and k . We obtain typical values for the latter quantities and
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Fig. 8.6 (a) Measured nonequilibrium DNA melting force, F,, as a function of the rate of pulling,
v, in 50 mM Na* in the absence of protein (black square), in the presence of 230 nM gp2.5-A26C
(red square), 300 nM gp2.5-A26C (blue triangle), and 460 nM gp2.5-A26C (green circle).
(b) Protein binding rate (k) as a function of protein concentration for gp2.5-A26C in 25 mM Na*
(green triangle), 50 mM Na* (blue circle), and 100 mM Na* (brown square). (¢) Measured
nonequilibrium DNA melting force, F), as a function of the rate of pulling, v. Data are shown in
100 mM Na* and in the absence of protein (black square), in the presence of 50 nM *I (red circle),
100 nM *1 (blue diamond), and 200 nM *1 (black triangle). (d) Protein binding rate (k) as a
function of protein concentration for *I in 50 mM Na* (red circle), 100 mM Na* (blue diamond),
150 mM Na* (green circle), and 200 mM Na* (black triangle). All data were taken in 10 mM
HEPES pH 7.5 and fits to the data are shown as solid lines. Figure is taken from [67] and is used
with permission from the publisher (Institute of Physics)
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are most interested in the values for K, , the equilibrium association constant for
protein binding to dsDNA. These values are plotted in Fig. 8.5, along with the cor-
responding values for K, the equilibrium constant for binding to ssDNA.

We have outlined single molecule force spectroscopy methods for quantifying
equilibrium binding of ssDNA binding proteins to both ssDNA and dsDNA. The
results, summarized in Fig. 8.5, reveal the mechanism by which these proteins inter-
act with both forms of DNA. All the SSB proteins studied, T7 gp2.5, T4 gp32, and
their respective C-terminal truncates, bind to dsDNA and diffuse in one dimension
along the DNA molecule until they encounter available sSDNA binding sites. This
relatively weak sequence nonspecific and primarily electrostatic prebinding of SSBs
to dsDNA is likely a very general mechanism facilitating SSB association with
ssDNA under in vivo conditions, when ssDNA exists only transiently at boundaries
between dsDNA and ssDNA. Interestingly, a similar mechanism of 1D diffusion on
dsDNA is also common for facilitating the search by specific dsSDNA binding pro-
teins for their unique dsDNA binding sites [82—87]. All four proteins discussed here
(gp32 and gp2.5 as well as their CTD truncates presented in Fig. 8.5) have ssDNA
binding affinities that exceed dsDNA binding affinity by about four orders of magni-
tude. All therefore share a similar ability to destabilize dsDNA in equilibrium.
Interestingly, while gp32 achieves this binding preference for ssDNA through strong
cooperative binding, T7 gp2.5 does not exhibit significant cooperative binding [11].

The ssDNA and dsDNA binding by T7 gp2.5 and T4 gp32 wild-type proteins is
only weakly salt dependent, while DNA binding by their C-terminal truncates is
strongly salt dependent. This is explained in both cases by a model in which the
CTD modulates DNA binding by interacting with its own DNA binding site (or that
of its dimer partner in the case of T7 gp2.5), thus inhibiting DNA interactions.
A schematic diagram of this model for these CTD interactions is shown in Fig. 8.7.
This model explains the weak salt dependence of DNA binding by the wild-type
SSBs because lower salt causes an increase in affinity of the C terminus for the
protein, thereby offsetting any increase in DNA binding affinity for the protein’s
DNA binding site in low salt. Alternatively, this process can be viewed in the frame-
work of counterion condensation, in which a specific number of counterions must
be released for charged molecules to bind to DNA. In the case of T4 gp32, approxi-
mately three counterions are released when its C-terminal truncate binds DNA in
low salt, as determined from the slope of the log(K) vs. log[Na*] graph shown in
Fig. 8.5 for *I binding to both ssDNA and dsDNA. In contrast, for wild-type T4
gp32, the slope is very small for both ssDNA and dsDNA. Therefore, the net number
of counterions released is approximately zero in this reaction. However, according
to the model, the DNA binding site is the same in both cases. In order for the net
counterions released to be zero, the CTD must bind three counterions when it is
exposed to solution as the wild-type protein binds DNA in low salt. Such compen-
satory ion uptake was previously observed in other protein—-DNA interactions [88].
Therefore, this model provides a compelling explanation for the unusual behavior
of the wild-type protein at low salt. In high salt, the slope of the binding curve in
Fig. 8.5 for both wild-type T4 gp32 and *I is about 7. This suggests that seven
counterions are released upon binding, which can be explained by recognizing that
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Fig. 8.7 Models for regulation of DNA binding by the C-terminal regions of T4 and T7 single-
stranded DNA binding proteins. (a) Model for T7 gp2.5-A26C. This protein has a dimer interface
and cationic DNA binding site. (b) Model for T7 gp2.5 dimerization. In this model, the C terminus
of each dimer partner binds to the DNA binding site of the other monomer, thus occluding DNA
binding. (¢) Model for DNA binding by T7 gp2.5. In this model, the dimer interaction must
be broken so that the C terminus is exposed to solution, allowing DNA binding. (d) Model for the
T4 gp32 C-terminal truncate *I. This protein contains an available cationic DNA binding site.
(e) Model for T4 gp32 in low salt. Under these solution conditions, the C terminus binds to the
DNA binding site of the monomer, which occludes DNA binding by the protein. (f) Model for
DNA-bound T4 gp32. In this model, the C-terminal domain must be unbound from the core
domain and exposed to solution in order for the protein to bind DNA. Figure is taken from [67]
and is used with permission from the publisher (Institute of Physics)

the acidic C terminus of T4 gp32 will already be exposed to solution in high salt
and will already have counterions bound to its C terminus. Therefore, in high salt,
the CTD does not participate in the reaction and does not affect the salt dependence
of protein-DNA binding. This explains why T4 gp32 and *I have similar salt
dependences, but it does not explain the fact that the slope of the graph increases to
7 in high salt. The latter might be explained by postulating that anions (in this case,
Cl-ions) can bind to the positively charged DNA binding site of the protein at high
anion concentration. This model is summarized in Fig. 8.7. In reference [9], all the
available single molecule and bulk DNA binding data for T4 gp32 and *I in different
salt concentrations with different anions and DNA substrates are fit to this model
with a total of four fitting parameters, fully quantifying and validating the sche-
matic model presented in Fig. 8.7a—c. A similar schematic model describes the
salt-dependent binding of T7 gp2.5 to ssDNA and dsDNA. Here, there is an added
complication that the CTD is involved in a dimerization interaction, which must be
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broken before DNA binding can occur. Thus, as the salt concentration is lowered,
the dimerization interaction becomes stronger. In the absence of the C terminus and
any strong dimerization interaction, lower salt increases the DNA binding affinity,
as was the case for T4 gp32 *1. This additional interaction can also be described in
terms of counterion condensation, in which two counterions are released upon T7
gp2.5-A26C binding to DNA. The model in Fig. 8.7d, e is quantified in [13] and
compared with available bulk data. T7 gp2.5 is not as well studied as T4 gp32, so
less bulk data are available for comparison with single molecule results.
Nonetheless, the available data for T7 gp2.5 and T7 gp2.5-A26C are quantitatively
consistent with the model in Fig. 8.7d, e.

It is important to note that for both bacteriophage T4 and T7, the CTD is known
to interact with other replication proteins. It is therefore possible that DNA binding
can be regulated by these interactions. Alternatively, the C terminus may serve to
recruit other replication proteins to the DNA replication fork, as the C terminus
becomes available after DNA binding by SSB protein. CTD regulation of DNA
binding can be controlled by solution conditions or by the presence of CTD binding
proteins. This mechanism has the potential to strongly alter the nature of SSB inter-
actions with both ssDNA and dsDNA.

8.7 Single Molecule Force Spectroscopy Studies of Retroviral
Nucleic Acid Chaperone Proteins

Because nucleic acid chaperone proteins facilitate the rearrangement of nucleic acid
secondary structure [89], they are expected to bind strongly to both dsDNA and
ssSDNA (or RNA). On the other hand, these proteins must destabilize nucleic acid
base pairing to some extent in order to facilitate rearrangements. Initial single mole-
cule experiments on HIV-1 NC confirmed that this protein destabilizes DNA second-
ary structure, lowering the overall free energy of DNA melting [90, 91]. The effect of
HIV-1 NC on DNA force-induced melting is illustrated in Fig. 8.8. Figure 8.8a shows
ssDNA and dsDNA stretching curves. By calculating the area between the two
curves, we find that the DNA melting free energy is about 2k, 7(1 k,T is about
0.6 kcal/mol). In contrast, in the presence of 10 nM HIV-1 NC, which is near satu-
rated binding, the overall DNA melting free energy (averaged over the entire sequence
of this DNA molecule) is reduced to about 1 k,T. Thus, HIV-1 NC destabilizes the
DNA helix without melting the DNA.

Figure 8.8c can be contrasted with Fig. 8.3a, c. The latter show the significant
hysteresis observed in DNA force—extension experiments with T7 gp2.5 and
T4 gp32 protein. An important difference is observed between HIV-1 NC and SSB
proteins. When the DNA is relaxed after stretching in the presence of HIV-1 NC,
the force—extension curve almost exactly follows the original profile. This shows
that NC rapidly dissociates from ssDNA, allowing the two strands to reanneal and
form dsDNA. In contrast, Fig. 8.3a, ¢ imply that SSB proteins prevent DNA
reannealing until the extension is relaxed well below the DNA contour length.



178 M.C. Williams and 1. Rouzina

a 100 b 100
80 without NC 80 with HIV-1 NC
2 oo
Y dsDNA
o r
5 40 ™
20} "N
[ ssDNA

()-‘,‘,,.‘...I.------""I T
0.15 0.25 0.35 0.45 0.55 0.65

Extension per base pair (nm) Extension perbase pair (nm)
c 80
70k DNA only
60 r
S gL HIV-1NC
&  stretch d
o 40+
3 [
E 30 HIV-1 NC
20__ relax KEGy KEGy
[ | Q
101 g/ A S
0 i L L F / \ NK W/ I:,K
0.15 0.25 035 0.45 055 0.65 MQKGNFRNQRKTVK ¢ CRAPRKKGC \(':I'ERQAN
DNA extension per base pair (nm) 1 55

Fig. 8.8 (a) dsDNA stretching (solid line) and ssDNA stretching (dashed line, data from [55],
modeled using the freely jointed chain model) illustrating the free energy of DNA melting in the
absence of protein (50 mM Na*, 10 mM HEPES, pH 7.5). (b) dsDNA stretching (solid line) and
ssDNA stretching (dashed line, data from [91]) illustrating the free energy of DNA melting in the
presence of 7 nM HIV-1 NC (50 mM Na*, 10 mM HEPES, pH 7.5). (¢) dsDNA stretching (solid
lines) and relaxation (dashed lines) in the absence of protein (black) and in the presence of 10 nM
HIV-1 NC (red) [98]. Data were taken in 50 mM Na*, 10 mM HEPES, pH 7.5. (d) Primary struc-
ture of HIV-1 NC showing the 55 amino acids that make up the protein as well as a schematic
shape of the two zinc fingers coordinated by the standard CCHC motif. Positively charged resi-
dues are shown in blue

Thus, SSB proteins exhibit slow ssDNA dissociation kinetics, while HIV-1 NC
exhibits rapid ssDNA dissociation kinetics [92].

Which interactions of HIV-1 NC (Fig. 8.8d) are important for rapid binding
kinetics during nucleic acid rearrangements? To answer this question, we examined
several HIV-1 NC mutants. Examples are shown in Fig. 8.9. The first mutant (2—1
mutant, Fig. 8.9a) has the order of the zinc fingers switched. This mutation has two
significant effects (Fig. 8.9¢). First, the mutation weakens the overall affinity of the
protein for DNA, such that higher protein concentrations are required to observe
significant effects on DNA stretching. Second, and most important, this simple
mutation destroys the rapid DNA interaction kinetics observed for wild-type NC.
Simply duplicating the first zinc finger to form the 1-1 mutant results in a protein
with both slower interaction kinetics and weaker binding affinity. However, this
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Fig. 8.9 (a) Primary structure of HIV-1 NC mutant 2—1, in which the order of the zinc fingers is
reversed. (b) Primary structure of HIV-1 NC mutant 1-1, in which the first zinc finger is dupli-
cated. (¢) DNA stretching (solid lines) and relaxation (dashed lines) in the presence of the 2—1
mutant, which shows significant hysteresis not seen with the wild-type protein. (d) DNA stretching
(solid lines) and relaxation (dashed lines) in the presence of the 1-1 mutant, which shows more
hysteresis than the wild-type protein, but less than the 2—1 mutant

mutant was unique among those tested in its relatively rapid interaction kinetics and
its efficient minus-strand transfer activity in in vitro experiments [93]. These results
demonstrate that a specific HIV-1 NC zinc finger structure is critical for optimal
nucleic acid chaperone activity [92].

Because HIV-1 NC exhibits efficient nucleic acid chaperone activity with finely
tuned binding characteristics, it is of interest to determine whether other retroviral
nucleocapsid proteins exhibit similar behavior. We examined the DNA binding
characteristics of NC proteins from Moloney murine leukemia virus (MLV), Rous
sarcoma virus (RSV), and human T-cell lymphotropic virus type 1 (HTLV-1) [94].
A range of binding activities was observed, differing primarily in rates of NC
dissociation from ssDNA, as illustrated in Fig. 8.10b—d. For comparison, Fig. 8.10a
shows DNA stretching and relaxation in the presence of HIV-1 NC (little hysteresis;
rapid kinetics). Figure 8.10b shows DNA stretching and relaxation in the presence of
RSV NC (little hysteresis; rapid DNA binding kinetics). In addition, the presence
of RSV NC leads to an increase in the apparent DNA melting force, suggesting
dsDNA stabilization by RSV NC, similar to that produced by simple multivalent
cations [31]. In contrast, MLV and HTLV-1 NC proteins induce moderate to strong
hysteresis, similar to that observed for SSBs T4 gp32 and T7 gp2.5. Interestingly,
more rapid protein—ssDNA interactions seem to parallel the ability to aggregate
nucleic acids, as measured in the bulk aggregation assays [94]. The only exception
is MLV NC, which dissociates relatively slowly from ssDNA, but aggregates DNA
almost as well as HIV-1 NC. Therefore, rapid NC—ssDNA interactions best corre-
late with overall chaperone activity, varying from strong for HIV-1 NC to extremely
poor for HTLV-1 NC, as measured in in vitro annealing assays [94].
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Fig. 8.10 DNA stretching and relaxation curves in the presence of saturating levels of (a) HIV-1,
(b) RSV, (¢) MLV, or (d) HTLV-1 NC. In each panel, the thin lines represent the curves in the
absence of protein. Experiments in the presence of NC are shown by the thick black lines.
Experiments were performed in 45 mM NaCl and 10 mM HEPES pH 7.5, for a total of 50 mM
Na*. In each cycle shown, the upper curve represents the stretching and the lower curve is the
relaxation. Figure is taken from [94]

8.8 HTLV-1 NC Has Properties Intermediate
Between SSB and NC Proteins

From a thermodynamic perspective, the HTLV-1 NC protein is, like other NC
proteins, a mild NA duplex destabilizer. However, from a kinetic point of view,
HTLV-1 NC displays slow interaction kinetics with DNA, more like an SSB protein
[94]. The protein off rate can be estimated by measuring the rate of DNA annealing
after force-induced melting and relaxation to the midpoint of the transition
(Fig. 8.3b, d for T4 gp32 and T7 gp2.5). In the case of T4 gp32, the timescale of
the exponential decay of force toward the equilibrium melting force in the presence
of protein was on the order of a few minutes. For T7 gp2.5, the timescale was on
the order of tens of seconds, or about an order of magnitude faster than T4 gp32.
We have performed similar measurements on wild-type HTLV-1 NC, which has an
apparent sSDNA off rate of ~10%s, similar to the slow dissociation of T4 gp32.
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The HTLV-1 NC C-terminal truncate AC29 has about a tenfold higher off rate,
similar to the off rate of the faster gp2.5 SSB protein. At the same time, the NC
proteins from other retroviruses that have so far been measured by DNA stretching
have faster off rates that are too high to be measured by this approach. These
proteins dissociate from DNA at least an order of magnitude faster than T7 gp2.5
and HTLV-1 NCAC29 [95].

Based on these results, we propose a model of nucleic acid binding regulation
by the CTD of HTLV-1 NC. This model is reminiscent of CTD-regulated binding
of T4 gp32 [6-9] and T7 gp2.5 [13, 78] (SSB models shown in Fig. 8.7). For all
three proteins, association with nucleic acids requires prior dissociation of an
anionic CTD from a cationic nucleic acid binding site. HTLV-1 NC more closely
resembles T4 gp32 because its CTD interacts with the DNA binding site of the
protein, rather than the DNA binding site of the dimer partner (T7 gp2.5). In addi-
tion, HTLV-1 NC appears to bind with at least moderate cooperativity to ssDNA,
whereas T7 gp2.5 binds with little or no cooperativity. In contrast to HTLV-1 NC,
the CTD of T4 gp32 does not participate in the cooperative interaction between the
nucleic acid-bound proteins. For gp32, the cooperative binding interaction is rela-
tively salt independent, and is not eliminated by the removal of CTD (creating T4
gp32 *I) [96, 97]. Therefore, the removal of CTD for gp32 affects the on rate but not
the off rate. The off rate is reduced by cooperative binding for both wild-type T4
gp32 and the C-terminal truncate. The case is similar for T7 gp2.5. Therefore, for
both T4 gp32 and T7 gp2.5 SSB proteins, on rates (and therefore also the equilib-
rium binding constants), but not off rates, are increased by the removal of CTD. In
contrast, both on and off rates are increased by CTD deletion of HTLV-1 NC [95].

The specific features of HTLV-1 NC binding and regulation by its CTD have
presumably evolved for specific biological functions. While those biological functions
are currently unknown, there are interesting possibilities. HTLV-1 NC is a small pro-
tein, which makes a complex cooperative binding mode such as that of T4 gp32
unlikely. However, HTLV-1 NC has developed a simple cooperative binding mode that
limits the protein off rate. In the case of T4 gp32, this low off rate is likely needed for
the protection of ssDNA exposed by the helicase during bacteriophage replication.
What advantage is conferred by a retroviral NC protein with a low off rate? Such a
characteristic seems to contradict the role NC would need to play as a chaperone pro-
tein. However, we have shown that not all retroviruses require nucleic acid chaperone
proteins to be as powerful as that of HIV-1. Perhaps HTLV-1 has sacrificed nucleic
acid chaperone potency for another biological purpose. One possibility is that HTLV-1
NC acts to coat ssSRNA to prevent the packaging of APOBEC3G proteins. While
HIV-1 NC can coat ssRNA, its rapid kinetics make that ssSRNA available for binding
by APOBEC3G proteins [98], which are then packaged by HIV-1 [99-101]. In con-
trast, HTLV-1 does not package APOBEC3G, and HTLV-1 NC has been shown to be
responsible for this behavior [102]. Thus, it is possible that the regulation of HTLV-1
NC binding kinetics by its CTD is essential to prevent packaging of APOBEC3G. It is
also possible that the slow HTLV-1 NC dissociation kinetics are needed for another
viral replication process, or that another protein binds to HTLV-1 NC’s CTD, acting as
a switch to activate or inactivate HTLV-1 NC’s nucleic acid chaperone activity.
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8.9 Comparison of SSB Proteins and Nucleic Acid
Chaperone Proteins

It is interesting to compare nucleic acid chaperone and single-stranded binding
(SSB) proteins because they share common DNA interaction mechanisms, but
appear to serve very different biological functions. Both nucleic acid chaperone and
SSB proteins are largely sequence nonspecific in their binding to nucleic acids
(ssDNA and dsDNA, ssRNA and dsRNA). They display a significant binding pref-
erence for single-stranded nucleic acids. Therefore, both classes of proteins desta-
bilize nucleic acid duplexes. However, nucleic acid chaperones such as NC proteins
destabilize nucleic acid duplexes only very slightly, while SSB proteins are able to
melt dsDNA completely, sometimes creating sSDNA from dsDNA under physio-
logical conditions. These differences reflect the divergent biological roles of these
two groups of proteins. Indeed, one of the major functions of the retroviral NC
proteins is to assist reverse transcription by facilitation of nucleic acid remodeling
[89]. This chaperone activity of NC proteins requires slight destabilization of
nucleic acid hairpins and other duplex structures to create folding pathways that can
proceed more smoothly through misfolded or less stable conformations toward the
final, most stable state. This slight duplex destabilization by NC proteins is reflected
by the small free energy of duplex destabilization per base pair (~1 k,T or less),
compared to the average free energy of dsDNA melting per base pair at physiological
conditions (~2 k,T [103]). In contrast, the primary function of the bacteriophage
SSB proteins is to support phage replication via stabilization of helicase-unwound
ssDNA [104]. This function is consistent with the duplex destabilizing free energy
per base pair (~2 k,T for T4 gp32 [6, 7, 9] and T7 gp2.5 [78]), comparable to the
average DNA melting free energy per base pair.

Interestingly, among all SSB and NC proteins studied, the faster kinetics of
ssDNA interaction correlates with weaker destabilization of the DNA duplex.
Indeed, the SSB and NC proteins discussed here are strongly cationic (or have
cationic DNA binding sites), such that their association with dsDNA is primarily
nonspecific and electrostatic. Such protein—nucleic acid binding modes are known
to lead to high protein mobility (faster sliding) on dsDNA [105, 106]. At the same
time, the ability of such proteins to destabilize DNA duplexes depends on their
preference for ssDNA, relative to dsDNA, which relies on more specific protein—
ssDNA interactions, such as hydrogen bonding or stacking of aromatic residues.
These specific interactions are expected to slow the protein’s mobility on and dis-
sociation from ssDNA.

We have observed that rapid protein—-DNA interaction kinetics appear to
positively correlate with the ability of a protein to aggregate nucleic acids. This
feature is typical of multivalent cations known to nonspecifically aggregate nucleic
acids upon binding [107, 108]. Both rapid interaction kinetics and the ability to
aggregate anionic polyelectrolytes, such as nucleic acids, arise from the primarily
electrostatic nature of multivalent cation binding [107, 108]. Proteins may also cause
nucleic acid aggregation by nonelectrostatic mechanisms, but the resulting
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aggregates are more likely to be rigid, resisting nucleic acid refolding and
annealing. The electrostatic mechanism of aggregation appears to produce protein—
nucleic acid complexes characterized by the high mobility needed for refolding
of nucleic acid structures.

In summary, the primarily electrostatic nucleic acid binding mode of NCs is
responsible for their fast interaction kinetics, strong nucleic acid aggregation, and
modest duplex destabilization. These characteristics lead to optimized nucleic acid
chaperone function, as observed for HIV-1 NC. Other retroviral NCs have different
combinations of these properties, leading to less impressive in vitro chaperone func-
tions. Thus, RSV NC has faster kinetics, but poorer duplex destabilizing properties,
while HTLV-1 NC is a better duplex destabilizer, but a poor aggregating agent with
slower binding. HTLV-1 NC is thus closer in behavior to SSB proteins than to NC
proteins. The two simple SSBs from bacteriophages T4 and T7 belong to the same
continuum of nonspecific nucleic acid binding proteins with still slower ssDNA
binding kinetics and the pronounced ability to melt DNA duplexes by sequestering
single strands as they appear. Interestingly, SSBs appear to employ rapid electrostatic
sliding on dsDNA to locate ssDNA sites. This example illustrates how different biological
functions can be achieved by evolutionary tuning of protein—-DNA binding proper-
ties, even when the overall binding occurs through a very similar mechanism.

8.10 Conclusions

We have described the application of new approaches for studying thermodynamics
and kinetics of protein binding to ssSDNA and dsDNA using single molecule force
spectroscopy. These methods have added unprecedented detail to the characteriza-
tion of two important classes of DNA binding proteins. We find that SSB proteins
bind very weakly to dsDNA in order to rapidly diffuse in their search for ssDNA
binding sites. Upon binding to such sites, the proteins bind four orders of magni-
tude more strongly. SSB proteins are thus optimized to rapidly engage rare regions
of ssDNA in a sea of genomic dsDNA, as at the bacteriophage replication fork.
Unlike nucleic acid chaperone proteins, SSBs bind much more strongly to ssDNA
relative to dsDNA, resulting in strong helix-destabilizing properties and a relatively
slow ssDNA off rate. In contrast, nucleic acid chaperone proteins, such as retroviral
NC proteins, only slightly prefer ssDNA and only weakly destabilize dsDNA. In
the case of HIV-1 NC, an excellent nucleic acid chaperone, ssDNA and dsDNA are
bound similarly, with slight dSDNA destabilization. When coupled with the ability
of HIV-1 NC to strongly aggregate DNA, facilitation of nucleic acid secondary
structure rearrangements engenders chaperone activity.

Binding preferences and kinetics differ between SSB and NC proteins. In addi-
tion, NC proteins from different retroviruses show varying nucleic acid chaperone
capabilities. Proteins less like HIV-1 NC more strongly resemble SSB proteins.
Thus, HTLV-1 NC, which displays the least in vitro chaperone activity among the
retroviral NC proteins studied, very strongly resembles an SSB protein because of
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its slow protein dissociation and poor nucleic acid aggregation. Moreover, the
nucleic acid interactions of HTLV-1 NC are strongly regulated by its CTD, similar
to that observed for T4 gp32 and T7 gp2.5. However, this CTD regulatory mecha-
nism differs from that observed for the SSBs in that both on and off rates are
reduced by the CTD, whereas the CTD affects only the on rate for SSBs.

Overall, it appears that simple biophysical mechanisms can regulate all aspects
of protein—DNA interactions, from equilibrium binding affinity to binding kinetics.
We argue that understanding these biophysical mechanisms is critical for determining
how these proteins perform their biological functions. These studies demonstrate
that single molecule force spectroscopy can provide an exceptionally powerful
approach to study the biophysics of sequence nonspecific protein-DNA interactions.
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