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Motor function in interpolar microtubules during
metaphase

J. M. Deutsch, Ian P. Lewis

Department of Physics, University of California, Santa Cruz CA 95064

Abstract

We analyze experimental motility assays of microtubules undergoing small fluc-
tuations about a “balance point” when mixed in solution of two different kinesin
motor proteins, KLP61F and Ncd. It has been proposed that the microtubule
movement is due to stochastic variations in the densities of the two species of
motor proteins. We test this hypothesis here by showing how it maps onto a
one-dimensional random walk in a random environment. Our estimate of the
amplitude of the fluctuations agrees with experimental observations. We point
out that there is an initial transient in the position of the microtubule where
it will typically move of order its own length. We compare the physics of this
gliding assay to a recent theory of the role of antagonistic motors on restricting
interpolar microtubule sliding of a cell’s mitotic spindle during prometaphase.
It is concluded that randomly positioned antagonistic motors can restrict rela-
tive movement of microtubules, however they do so imperfectly. A variation in
motor concentrations is also analyzed and shown to lead to greater control of
spindle length.

1. Introduction

During mitosis, pole spacing is regulated by a system of interpolar micro-
tubules. It has been proposed that the interpolar microtubules can be moved in
two directions by opposing motors [1, 2, 3, 4, 5, 6, 7], but the details of such a
proposed system are not yet well understood [8, 9]. The interpolar microtubules
are likely bundled and moved by two families of kinesin motor proteins; kinesin-
5 and kinesin-14. Experiments with Drosophila melanogaster suggest that a
kinesin-5 motor protein, KLP61F, plays a large role in creating the spindle dur-
ing prometaphase [1]. It has also been shown that kinesin-5 forms cross-bridges
between interpolar microtubules in the centralspindlin [8]. Further experiments
suggest the same motor drives the separation of the poles during metaphase
and anaphase [9, 10]. In vitro experiments show that KLP61F slides antipar-
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allel microtubules apart on motility assays, where motor proteins are bound to
glass slides and move microtubules that are added to the solution [10].

All of the above results show that kinesin-5 plays an important role in con-
trolling the spindle spacing. Being a tetramer with both dimers at the N-
terminus, the motor can walk toward the plus ends of two antiparallel micro-
tubules, thus forcing the poles apart.

The kinesin-5 are antagonized by the kinesin-14, which walk toward the
minus end of the microtubules. In vitro experiments show a kinesin-14, Ncd, is
capable of bundling microtubules and driving an inward sliding of the interpolar
microtubules [8]. With one motor able to separate the poles, and one able to
bring them closer, it seems possible that the two motors are responsible for
maintaining spindle spacing and moving the poles apart. The net force exerted
by the two motor species could govern the direction and rate of pole movement.

Recently, seminal work has been done in trying to understand how outward
microtubule sliding generated by the kinesin-5 and inward sliding generated by
the kinesin-14 could result in the stable, steady-state spindle spacing during
prometaphase. A balance of forces could result in a stationary spindle, but it
is unclear how the “collective antagonism” could occur [10]. In the following
section, we will discuss one group’s proposed solution to the problem.

1.1. Experimental Work

Experiments with in vitro motility assays were performed to see if KLP61F
and Ncd could interact to control the speed and polarity of microtubules’ motil-
ity and whether the antagonism between the motors could stall microtubule
sliding enough to produce the stable steady-state spindle spacing observed dur-
ing prometaphase [10]. Before combining both motors in an assay, each motor
was observed moving microtubules in motility assays as expected. KLP61F
moved microtubules at 0.04µm/s with the minus ends leading and Ncd moved
microtubules at 0.1µm/s with the plus ends leading [10]. Further experiments
also showed that KLP61F alone, Ncd alone, and mixtures of the two motors
bundled microtubules under conditions with physiological ATP concentrations
[10].

To see how the two species of motors would interact, different molar ratios
of KLP61F and Ncd were mixed and microtubule motility was measured. A
balance point at a mole fraction of 0.7 Ncd was found where microtubules dis-
played a mean velocity of approximately zero [10]. For greater mole fractions
of Ncd, the mean velocity was plus end directed. Conversely, for smaller mole
fractions of Ncd, the mean velocity was minus end directed, as shown in Fig.
5(a) of Ref. [10]. The slope of the lines fit to the two sides of the balance point
in this figure suggests that KLP61F is a strong, slow motor that is not slowed
down easily by the weak, fast Ncd motor, which in turn is slowed down easily
by KLP61F [10]. At the balance point, the microtubules where observed to
display oscillatory motion between KLP61F and Ncd directed movement with
intermediate rates of roughly 0.02 µm/s, as shown in Fig. 5(b) of Ref. [10].
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Ncd, multiple KLP61F motors move MTs at approxi-
mately +0.04 mm/s, close to the rate of gliding of a single
kinesin-5 motor. Therefore, multiple Ncd or KLP61F
motors can act in synchrony. However, in antagonistic-
gliding assays (Figure 5), if the number of motors of
one polarity is significantly greater than those of oppo-
site polarity, then MTs are moved in the direction deter-
mined by the majority of motors, albeit with the average
speed being a decreasing function of the fraction of
the opposing motors. Specifically, when the mole frac-
tion of KLP61F decreases from 1 to 0.4, the gliding rate
decreases <2-fold, from 0.04 mm/s to w0.025 mm/s.
On the other hand, when the mole fraction of Ncd de-
creases from 1 to 0.8, the gliding rate decreases >2-
fold, from 20.1 mm/sec to approximately 20.04 mm/s.
These data are consistent with the hypothesis that
KLP61F is a strong, slow motor (i.e., with a relatively
high stall force) that is slowed down relatively little by
the faster, yet weak, Ncd motor, and vice versa. This is
consistent with studies of kinesin-1 and dynein [31] and
suggests that multiple opposite-polarity motors can
generate unidirectional gliding of a single MT with speed
and polarity determined by the balance between the
relative numbers and strengths of antagonistic motors.

However, when we tried to fit the experimental mole-
fraction-versus-velocity data (Figure 5) with a single for-
mula for a force balance between two kinds of motors,

each characterized by its own certain force-velocity re-
lationship, the fit worked only with strong nonlinearities
in the force-velocity relations, and such nonlinearities
are difficult to justify biologically. On the other hand,
the data can be fit very simply if we assume that there
are two qualitatively different regimes for plus-end-
and minus-end-directed MT gliding, whereupon the cor-
responding quantitative model fits the data very well
(Box 1; Figure 5).

The Onset of Directional Instability of MT Gliding
When Opposing Motors Balance Each Other
It would be natural to expect that at a certain ratio of
opposing motors, the motors would simply stall each
other, so that MT gliding is not seen, but instead we
found that gliding is not completely stalled in the narrow
range of mole fractions (w28% of KLP61F and w72% of
Ncd plus/minus several percent) in which net unidirec-
tional MT gliding ceases. Rather, small MT oscillations
occur so that MTs move bidirectionally by making short,
irregular excursions alternately in the plus- and minus-
end directions with rates of w0.02 mm/s (Figure 5),
a behavior that is somewhat reminiscent of directional
instability. The average duration and distance of MT
excursions between the switches in the direction of
movement are w15 s and w0.3 mm, respectively (Sup-
plemental Data). The simplest explanation for the ob-
served directional instability would be random power
strokes by individual motors displacing a MT by a few
nm at a time in either direction with equal probability,
but quantitative analysis of the MT trajectories does
not support this (Figure 5 and Supplemental Data),
suggesting that other explanations must apply (see
Discussion).

Discussion

Using purified, monodisperse, active homotetrameric
KLP61F and homodimeric Ncd, we demonstrated that
both of these motors can cross-link MTs into bundles
in MgATP and showed that they drive antagonistic MT
sliding in motility assays. We also found that the C-ter-
minal half of the rod is essential for homotetramer
assembly by KLP61F and is required for the MT-MT
cross-linking that underlies its postulated sliding-fila-
ment mechanism. Quantitative analysis suggests that
antagonistic sliding could control the rate of spindle
elongation and could produce a steady-state prometa-
phase spindle length, but with individual interpolar
MTs undergoing small bidirectional movements.

Homotetramerization of KLP61F and the Sliding-
Filament Mechanism
Although kinesin-5 motors very likely form bipolar ho-
motetramers with motor domains on opposite ends of
a rod [2, 17–19], little is known about the structural deter-
minants required. The finding that the phosphorylation
of the bimC box in the tail domain of kinesin-5 targets
this motor to mitotic-spindle MTs [22], where it could
slide apart ipMTs to push apart the spindle poles [21],
suggested that the bimC box could activate homotera-
merization. However, a stalk segment (residues 631–
920) that lacks the bimC box can form homotetramers.
This, together with the observation that a bimC-box

Figure 5. Antagonistic Motility Driven by Purified KLP61F and Ncd

(A) Plot of MT gliding velocities versus mole fraction of Ncd. The
velocity is positive when MT motility is KLP61F directed and nega-
tive when MT motility is Ncd directed. The error bars represent the
standard deviation of the velocity. The two black curves are the
fits to the data from the mathematical model. Mole fraction refers
to [(mol Ncd dimer)/(mol Ncd dimer + mol KLP61F tetramer)].
(B) Plot of displacements versus time for a typical MT at the ‘‘balance
point.’’ The MT undergoes episodes of stationary behavior (e.g.,
0–40 s) interspersed with episodes of oscillatory behavior (e.g.,
40–220 s) during which positive KLP61F-driven excursions alternate
with negative Ncd-driven excursions.
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(b)

resulting MT trajectory. The theoretical result
(Figure S3B) looks similar to the observed trajectory
(Figure S3A); however, for a serious quantitative com-
parison, displacement-correlation functions of the ob-
served MT trajectories have to be compared with those
predicted by the model. Unfortunately, the time resolu-
tion in the experiments is not sufficient for such compar-
ison.

Supplemental Experimental Procedures

Protein Preparation
Full-length KLP61F and Ncd cDNAs were cloned into a transfer vec-
tor, pFastHTA (Invitrogen), with 6His tags on their N termini. The
KLP61F(T933E) mutant cDNA cloned into pFastHTA was generated
by using the Quikchange site-directed mutagenesis kit (Stratagene).
For different fragments of KLP61F, primers containing appropriate
enzyme sites and 6His tags (Figure 2A) were used for PCR to amplify
the target fragments, and the PCR products were cloned into ex-
pression vectors (Invitrogen). After verification by sequencing, the
recombinant transfer/expression vectors were used to generate re-
combinant baculoviruses (Invitrogen Baculovirus Expression Sys-
tem). The first generation of viruses was amplified, and infected
Sf9 cells were collected and lysed in lysis buffer (50 mM Tris base
[pH 8.0], 300 mM KCl, 2 mM MgCl2, 20 mM Imidazole, 10 mM 2-mar-
captoethanol, 0.1 mM ATP, with our standard protease-inhibitor

mixture). The lysate was centrifuged at 35,000 rpm 3 37 min (Beck-
man Ti 50.2 rotor), and the supernatant was collected for purification
on a Ni-NTA column. The supernatant was passed through Ni-NTA
resins that were balanced with balance buffer (50 mM Tris base
[pH 8.0], 300 mM KCl, 2 mM MgCl2, 20 mM Imidazole) and then
were washed with washing buffer (20 mM Tris [pH 8.0], 1 M KCl, 2
mM MgCl2, 20 mM Imidazole, protease inhibitors). Finally, proteins
were eluted with elution buffer (20 mM Tris [pH 8.0], 100 mM KCl,
2 mM MgCl2, 300 mM Imidazole, 10 mM 2-marcaptoethanol, 0.1
mM ATP, protease inhibitors). For full-length KLP61F and Ncd, the
partially purified protein was further purified on a gel-filtration col-
umn (Biogel A-15M, Biorad). The column was run at a flow rate of
0.3 ml/min, and the eluate was collected in 3 ml fractions. Protein
fractions from the gel-filtration column were immediately used for
antagonistic gliding assays.

Native KLP61F was purified from Drosophila embryos [S5]. High-
speed supernatant (HSS) was supplemented with 1 mM GTP, 10 mM
taxol, and 1 mM AMPPNP to pellet down MT-binding MAPs, and
then the MAPs were eluted with 10 mM MgATP. The eluate was con-
centrated and fractionated on a gel-filtration column (Biogel A-1.5M,
Biorad). KLP61F fractions were incubated with taxol MTs (PC tubu-
lin) and eluted again with 10mM MgATP. 5%–20% sucrose gradient
was used as a final step to get pure KLP61F. Native Ncd was purified
from Drosophila embryos HSS by adding 1 mM GTP, 10 mM taxol,
and 1 mM AMPPNP to pellet MT-Ncd complexes, and then Ncd pro-
tein was eluted with 10 mM MgATP. The eluate was concentrated
and fractionated on the gel-filtration column (Biogel A-1.5M, Biorad)
followed by a 5%–20% sucrose-gradient centrifugation. Some kine-
sin-1 overlapped with the Ncd peak, but we could not perform
further purification because the amount of Ncd was too low.

Hydrodynamic Assays
Baculovirus-expressed-protein molecular weight was calculated by
the method of Siegel and Monty [S6], where sedimentation coeffi-
cient (S value) and Stokes radius (Rs) are the two unknown values.
We used 5%–20% sucrose gradient in buffer T (20 mM Tris [pH
8.0], 150 mM KCl, 2 mM MgCl2, 2 mM DTT, 0.1 mM ATP, protease in-
hibitors) to determine the S value. Baculovirus-expressed protein
and five protein standards (Ovalbumin 3.7 S, BSA 4.4 S, Aldolase
7.3 S, Catalase 11.3 S, Thyroglobulin 19.4 S) were loaded onto the
gradients. The gradients were centrifuged for 9 hr at 55,000 rpm at
4!C (Beckman SW55Ti rotor), and the fractions were collected. A
standard curve of S value versus sucrose percentage was generated
to calculate the S value for rKLP61F and rNcd. We used analytical
gel-filtration FPLC (superose 6 HR 10/30, GE/Pharmacia) to deter-
mine the Stokes radius. Baculovirus-expressed protein and seven
protein standards (Thyroglobulin 8.6 nm, Apoferritin 6.1 nm, b-Amy-
lase 5.4 nm, Alcohol dehydrogenase 4.6 nm, BSA 3.6 nm, Carbonic
Anhydrase 2.0 nm, Cytochrome C 1.7 nm) were applied to the col-
umn separately. A linear plot of 21/2logKav versus Rs was used
to calculate the Rs value for rKLP61F/rNcd. Subunit molecular
weight for baculovirus-expressed protein was calculated from stan-
dard curves of Rm versus log MW (Rm = mobility of protein on the
gel/mobility of bromophenol blue on the gel) by use of protein stan-
dards (Biorad). Native KLP61F and Ncd hydrodynamic properties
were determined by immunoblotting of fractionated extracts as
described previously for KLP61F [S5].

Electron Microscopy
For EM, MT-motor bundles were formed in buffer L with 2.5 mM MTs,
0.6 mM KLP61F, 0.6 mM Ncd, 10 mM taxol, and 1 mM ATP (final con-
centrations). The mixture was rocked at room temperature for 30
min. Samples of MTs alone, or following incubation in the presence
of KLP61F and/or Ncd, were either plunge-frozen for cryo-electron
microscopy or negatively stained in 2% uranyl acetate for 30 s prior
to blotting dry. Grids were visualized on a JEM-2100FEG transmis-
sion electron microscope (JEOL, Japan) operated at 200 keV. Im-
ages were recorded by using low-dose techniques at nominal mag-
nifications of 2,5003, 25,0003, or 50,0003 on a 4,096 3 4,096 pixel
Tietz CCD camera (TVIPS, Gauting, Germany) with a defocus
between 700 and 2,500 nm.

Figure S3. Experimental and Theoretical Plots of Microtubule
Displacement versus Time in the Antagonistic-Gliding Assay

(A) One of observed MT trajectories.
(B) MT trajectory simulated numerically with the assumption that MT
velocity is Ornstein-Uhlenbeck stochastic process with parameters
described in the text.
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Figure 1: (a) Plot of displacements versus time for a typical microtubule at the balance
point. Reproduction of Fig. 5B from Ref. [10]. (b) Initial transient behavior of this system.
Reproduction of Fig. S3A from Ref. [10].

This is reproduced in Fig. 1(a), and the initial transient behavior is shown in
Fig. 1(b).

The authors in Ref. [10] suggest that KLP61F and Ncd motors could act syn-
chronously to antagonize one another. However, being an inherently stochastic
process, it is hard to see how motor power stroking could become synchronized.
In later work [11], a fully stochastic force dependent detachment rate (FDDR)
model was devised and tested numerically, and the synchronization was made
more physically viable by a detailed model of the two motors’ response to force
and displacement. The model incorporates stochastic binding of a number of
antagonistic motors to microtubules. One motor will “win” over the other kind,
leading to motion in that direction. The losing motor will continue to try to
bind to the microtubule, however the model posits a detachment rate that de-
pends strongly on the force applied. Above some threshold force, these motors
only bind for short times before detaching. This implies that once a direction
has been chosen, it is hard for the losing motor to oppose this motion. Simu-
lations show that only occasional changes in the sign of velocity can occur, on
the scale of hundreds of seconds, happening only when an unlikely circumstance
allows the losing motors to gain control. This kind of bistability in direction-
ality has been considered before in the case of a single motor [12, 13, 14, 15],
and also with antagonistic interactions [16]. Therefore there are systems where
this kind of behavior is well established. In order for this to be a viable expla-
nation, first, the size of stochastic fluctuations has to be large enough to allow
switching between the two opposing states [17]. Second, because the position of
the microtubule remains constant during prometaphase, while additional forces
act on it, the position of the microtubule should remain almost constant under
the application of a small but finite force. We will discuss to what extent this
bistability can explain this requirement in the following section.

In addition to bistability, Ref. [10] made the important observation that
microtubules could be gliding on a spatially varying landscape, with varying
densities of KLP61F and Ncd motors [10]. Periods of directional movement
would be due to the patches in the environment where one motor is dominant.
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It is possible the microtubule finds a “valley” in the landscape where it oscillates
between patches of motors that move it back towards the balance point. It is
this idea that we will attempt to model in the following section.

We show that the phenomenon is quite general and independent of the details
in the parameters. If the system is rescaled to be dimensionless in length and
time, we find that the behavior is only controlled by one parameter; the effec-
tive “temperature” of the system. A detailed understanding of the motors will
only change this effective temperature and nothing else, since scaling laws for
spatio-temporal fluctuations are universal. A study from this perspective also
elucidates other aspects of this system, such as the nature of initial transients
in motion of the microtubules in these assays before they reach a quasi-steady
state. These transients have interesting implications, as we show that they also
should occur for interpolar microtubules during metaphase.

2. Physical analysis of antagonistic motor assay

2.1. Average force-velocity dependence of antagonistic motors

Figure 2: A single motor with the lower end anchored against a glass plate, with its heads
binding and unbinding with a microtubule that is being moved at a constant velocity v relative
to the plate.

We first consider the problem of a single molecular motor, such as kinesin,
with the tail tethered to a substrate such as a glass plate while the heads can
freely interact with a long microtubule, as shown in Fig. 2. The microtubule
is being moved along a single dimension at uniform velocity v that is parallel
to the glass. The heads bind and unbind with the microtubule, applying an
average net force f , that will depend on v. The averaging is being done over
time, and we are considering the limit where the time interval goes to infinity.

Now consider a collection of N identical motors that all interact with the
same microtubule but are sufficiently distant from each other that they can be
considered independent. Then the average force acting on the microtubule due
to these motors is Nf .

The above analysis is easily extended to the case of two separate species of
antagonistic motors, labeled 1 and 2, with average force versus velocity curves
f1(v) and f2(v) respectively, as shown in Fig. 3(a). If the number of motors of
each kind is N1 and N2, then the time averaged force is N1f1−N2f2, where we
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have adopted a sign convention so that the net force is a difference, rather than
a sum. If we choose the ratio N1/N2 = f2(0)/f1(0), then this net average force
vanishes at v = 0. This is the “balance point” where there is no net average force
acting on the microtubule. The difference between f1 and f2, ∆f(v), weighted
in this way is shown in Fig. 3(a).

(a)

f

v

f1

f2

∆f

(b)

f

v

f
1

f
2

∆ f

Figure 3: (a) The average force versus velocity curves, f1 and f2,for two species of motors, 1
and 2, that act to antagonize each other. The weighted difference between these two curves, is
∆f , with relative concentrations chosen so that they are at the balance point, so that ∆f = 0
for v = 0. (b) The bistable case where f1 and f2 have different functional forms. Now there
are two stable states for a given applied force, shown by the filled circles. The curves are done
over a sufficiently short time to have two well defined velocities. Over long enough times,
fluctuations can allow transitions between these two states. The blurred gray curve is the
long time average.

Note that for small velocities at the balance point, Fig. 3(a), the net effect of
these motors is to give linear drag, because both species of motor have a linear
relationship between force and velocity in this regime. This linearity breaks
down at high velocities, however, as we will see below, we are interested in the
low velocity regime. In this case, the net force fnet is proportional to ∆f so
that

fnet = −γv, (1)

where γ is the drag coefficient.
We note that the assumption of a monotonic force versus velocity curve, even

for a single motor species, can sometimes fail [12, 13, 14, 15]. The force-velocity
curve can have the property that the slope around the origin is positive and
there are two stable points where the force is zero, one for positive and one for
negative velocities as shown in Fig. 3(b). This can occur with systems with a
mixture of different polarities [16]. In fact, the force dependent detachment rate
model [11]) is also bistable.

The two bistable states move in opposite directions with the same applied
force. The relative prevalence of the two states, and their velocities, depend on
this force. If many such motors are simultaneously attached to a microtubule,
and are allowed to pull it freely, this can lead to the microtubule moving in one
direction for a long time and then occasionally, due to the collective fluctuation
of all the motors, reversing its direction of motion. In Fig. 3(b), these two states
are shown by the black circles.
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In the case of the FDDR model [11], or any model showing bistability, if
we apply an external force, the switching between states must occur on a small
enough timescale so as to be compatible with experimental observation. If we
average for times much longer than this switching time, the bistable curve will
average to a monotonic force-velocity curve (Fig. 3(b) blurred grey line). At the
balance point, the curve will intersect the origin, and look similar to ∆f in Fig.
3(a). For small velocities, this gives the viscous drag behavior of Eq. 1. This
will only lead to a cessation in movement under the application of additional
forces if the drag coefficient γ is sufficiently large. On the other hand, as we
shall show, random variations in motor density lead instead to minima in the
potential energy landscape, which more easily prevent motion of microtubules
acted on by forces. Thus the breaking of translational symmetry can pin a
microtubule to specific locations. Without such symmetry breaking, no pinning
can occur and the only effect of antagonistic motor dynamics is to modify the
drag coefficient.

Formulating this problem in terms of force-velocity curves, as we have just
done, is important for two reasons. First, it relates precisely the force versus
velocity curve for assays containing a motor mixture at arbitrary concentration
to the behavior of single motor assays. Empirical data on single motor assays
can be obtained and then used to understand average properties of these mixed
systems. Second, it shows that at the balance point there is only one parameter
that needs to be characterized in order to understand observations; the drag
coefficient γ.

Now that we have understood the behavior of the average force, we shall
turn our attention to the effects of spatio-temporal fluctuations on the motion
of microtubules. As we shall see, these fluctuations are crucial to understanding
the system’s behavior.

2.2. The effect of spatiotemporal fluctuations

We will consider a system at the balance point, where the concentrations of
the two antagonistic motors have been adjusted as mentioned above, so that the
average force on a microtubule is zero. The position of each motor is random so
that even at this concentration, the time averaged force acting on a microtubule
will depend on its location, for all realizations of the motor positions. The ran-
dom placement of motors, implies that there are fluctuations in the net force. If
on average, the number of motors acting on a microtubule is N , then we expect
this fluctuating time averaged force to have an amplitude that varies propor-
tional to

√
N . This time averaged force will vary slowly as a function of position.

This corresponds to having a force correlation function 〈fnet(x)fnet(x + ∆x)〉
that is large over the length of a microtubule. If the microtubule is moved only
slightly, most of the same motors will still act upon it, meaning that the force
will be highly correlated with its original value. The microtubule has to move its
entire length before this time averaged force becomes completely independent
of its initial value.

Aside from this time averaged force that is position dependent, we can con-
sider a fixed position and ask how the force varies with time. There will be
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a substantial variation in the force as a function of time due to the random
binding and unbinding of motor ends to the microtubule. Because these events
are uncorrelated between motors, the amplitude of these fluctuation will also
vary proportional to

√
N .

The above considerations imply that there are two parts to the force ex-
erted on the microtubule, a spatially varying component F (x), and a temporal
component n(t). For a fixed microtubule, the total force is the sum of these
two terms. The statistical properties of n and F are independent of each other
because, for a long microtubule, n is the sum of many independent components
and therefore its amplitude is independent of position.

If we now consider a microtubule that is no longer fixed in position, there is
a further force due to the drag, as discussed above.

With these three physical effects included, we are now in a position to model
this problem more precisely by characterizing the statistical properties of n(t)
and F (x), as we now discuss.

2.3. Model as a Random Walk in Random Environment

Both in a cell and in the gliding assay experiments, the two motor proteins
and microtubules are mixed together in a solution. To model this, we imagine a
railroad track with motor proteins randomly placed at every tie. This creates a
random environment. A rigid microtubule of length L, is placed on the tracks,
and the motors that lie underneath randomly exert a force on the microtubule.
With both species of motors randomly exerting forces on the microtubule in
opposing directions, the microtubule undergoes random movement on the track
given by

γẋ = F (x) + n(t), (2)

where F (x) is the random static force, n(t) is the time fluctuating force, and
γ is the drag coefficient, as discussed above. To be more precise, the left hand
side, comes from Eq. 1, where the velocity was maintained at a constant value
and was not time varying. Therefore if the velocity of a microtubule varies
quickly in time, our argument would be invalid. However we are interested in
the behavior near the balance point where velocities are small, and furthermore,
the microtubule has many motors that can potentially bind to it, approximately
100 [10]. Therefore the fluctuation in the drag coefficient, from one location
to another will be small and hence the drag coefficient will only have small
variations. On the other hand, at the balance point, the right hand side is
purely due to fluctuations. Therefore the error we incur by ignoring changes in
γ are of a higher order (in 1/L) and we are therefore justified in ignoring them.
The left hand side contains v = ẋ, which is the velocity of the center of mass
of the microtubule. Eq. 2 is generally known as a Random Walk in a Random
Environment [18]. The difference between this and previous work lies in the
correlations in F (x), which as noted above, is correlated over the length of a
microtubule.

Below, we will analyze this equation as follows: The random force n(t) gives
an effective temperature for this system. By calculating the statistics of the
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force the motors exert on the microtubule, this temperature can be determined.
Because the force is one dimensional, it is conservative, and a potential energy
can always be defined. Note that the existence of a conservative force field,
does not preclude dissipative terms in the equations of motion (e.g. Langevin
dynamics). By calculating the statistics of F (x), we will know how potential
energy correlations behave for length scales much less than L. We can thereby
estimate how far a microtubule will move, on average, before being stopped by
a potential barrier. Using this, we can make estimates about the oscillatory
behavior seen in antagonistic gliding assays.

2.4. Determining Forces Exerted on the Microtubule

One railroad tie will by occupied by either a KLP61F or Ncd motor, where
the concentration per site of KLP61F motors is k. If we measure the force the
motor exerts over a time much longer than that motor’s cycle, we will see a time
averaged force of fKLP for one KLP61F motor, or fNCD for one Ncd motor,
where fNCD < 0. Because the motor exerts a peak force for some time and
then exerts no force, the average force is given by

fKLP = fkpk (3)

for KLP61F, and
fNCD = fnpn, (4)

for Ncd, where fk and fn are the peak forces exerted by the motors, and fn < 0.
pk and pn are the probabilities of the motors exerting a force on the microtubule.
For simplicity, we will set pk = pn = p.

The average force exerted by a single motor along the track is determined
by the concentrations of the motor species. With a concentration k of KLP61F,
the force from one motor site averaged over time and space is given by

〈〈f〉t〉x = kfkp+ (1− k)fnp. (5)

When this average net force is adjusted experimentally by varying k, the vari-
ance of the static force is given by

〈〈f〉2t 〉x = k(fkp)
2 + (1− k)(fnp)

2 = p2[kf2k + (1− k)f2n]. (6)

Because a specific motor produces an average force, it follows that at each
motor site, the time averaged force is non-zero. Therefore the variance of the
time fluctuating force, n(t), is the weighted sum of the variance for each species,
and must include terms involving 〈f〉t,

〈〈f2〉t〉x−〈〈f〉t
2〉x = kf2kp(1−p)+(1−k)f2np(1−p) = p(1−p)[kf2k +(1−k)f2n].

(7)
Note that this is the variance per site. The variance for the total force on a
microtubule of N sites, is N times larger because the forces are all independent.
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2.5. Behavior of the Potential for Distances � L

Over distances greater than the length of the microtubule, L, the potential
will look like a random walk, but to determine if the microtubule will fluctuate
about a mean position, as seen experimentally, we must look at the potential at
scales � L. To examine such fluctuations, we must characterize the property
of the potential statistically. In this subsection, we do this by considering av-
erage properties of the potential. Averages 〈 . . . 〉 are taken here to be over the
ensemble of all possible realizations of the random force.

Because 〈F (x)〉 = 0, we expect there to be many zeros for F and the dynam-
ics with n(t) = 0 are such that the microtubule will move downhill in potential
to arrive at such points. For finite n(t), the microtubule will still on average
move towards lower points in potential, but will fluctuate around local poten-
tial minima. Therefore we will look at the fluctuations of a microtubule after
it has moved into a position, x∗, where the F (x∗) = 0. This would represent a
local minimum of the potential. The question we are addressing here is: are the
fluctuations due to n(t) small enough to confine the microtubule to a certain
region? In this section, for simplicity we chose our coordinate system so that
x∗ = 0. Because the force, and therefore the potential, is finite everywhere, and
the statistics of the force are translationally invariant, the microtubule cannot
be localized to any one region and is expected to eventually move arbitrarily
far from an initial point. However we will see that while this is true, the time
scale for this happening becomes extremely large, so in practice an experiment
will observe confinement of the microtubule to particular region. We will esti-
mate the size of the region that would be explored under normal experimental
conditions.

If we move the microtubule a distance, m, we will see a difference in the net
force exerted on the microtubule. While most of the microtubule is still being
moved by the same motors, a length m of it will be moved by new motors.
Therefore, the potential will be changed by some amount proportional to a
factor of m.

The net force exerted along the length of the microtubule is given by

F (m) =

L
2 +m∑

i=−L
2 +m

ηi, (8)

where ηi is the force exerted at motor site i. Therefore the difference in the net
force is

F (m)− F (0) =

L
2 +m∑

i=−L
2 +m

ηi −
L
2∑

i=−L
2

ηi. (9)

Eq. 9 simplifies because of cancellations on the right hand side, giving

F (m)− F (0) =

m∑
j=0

φj , (10)
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where φi ≡ ηL/2+i−η−L/2+i has been introduced to simplify the right hand side
of Eq. 9. Note that all φ’s used below are independent and that 〈φ2〉 = 2〈η2i 〉.
As discussed above, we are interested in fluctuations about a potential minimum
so that F (0) = 0.

The potential difference is given by

V (x) = −
∫ x

0

F (x′)dx′. (11)

Turning Eq. 11 into a Riemann Sum, with segments ∆ equal to the spacing
between motors, gives

V (m) = −∆

m∑
i=0

f(xi) = ∆

m∑
i=0

i∑
j=0

φj = ∆

m∑
j=0

jφ′j . (12)

where φ′j ≡ φm−j . The φ′ variables have identical statistics to φ, because of the
independence of the φ’s.

To see how the potential scales with m, we look at the average potential
difference squared, 〈(V (m)− V (0))2〉. To simplify, we will calculate the fluctu-
ations about the minimum, so that V (0) = 0. Therefore,

〈(V (m)− V (0))2〉 = 〈V (m)2〉 = ∆2
m∑
j=0

m∑
i=0

ij〈φ′iφ′j〉. (13)

The correlation function 〈φ′iφ′j〉 can be determined from the correlation func-
tion for individual motors, 〈ηiηj〉. Since the motors are regularly spaced, the
correlation function is given by,

〈ηiηj〉 = cδij , (14)

because the motors are correlated at distances equal to the motor spacing, and
uncorrelated otherwise. The constant c is equal to the variance of the static
force, given by Eq. 6. Eq. 14 becomes

〈ηiηj〉 = p2[kf2k + (1− k)f2n]δij . (15)

Since 〈φ2〉 = 〈(η1+η2)2〉 = 〈η21〉+〈η22〉, the variance of φ is twice the variance
of η, so that,

〈φiφj〉 = 2cδij . (16)

Inserting Eq. 16 into Eq. 13 and considering large m yields

〈V (m)2〉 = 2c∆2
m∑
i=0

i2 = 2c∆2

∫ m

o

x2dx =
2

3
c∆2m3. (17)

Therefore, the potential fluctuations for distances m � L are proportional to
m3. To calculate how far on average a microtubule will move from a minimum
potential, the effective temperature must be determined.
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2.6. Determining the Effective Temperature

Determining the effective temperature of the system will tell us the energy
of the system and determine how high the potential barriers must be to keep the
microtubule trapped in a potential well. We can do this following the standard
argument used to show the Fluctuation Dissipation theorem [19]. Determining
the diffusion coefficient, D, will allow us to make use of the Einstein Relation,

D =
kBT

γ
. (18)

The force on the microtubule is given by f(x, t) = γv, therefore,∫ t

0

f(t)dt = γ(x(t)− x(0)). (19)

Therefore,

〈γ2(x(t)− x(0))2〉 = 〈(
∫ t

0

f(t′)dt′)2〉 =

∫ t

0

∫ t

0

〈f(t′)f(t”)〉dtdt′. (20)

The correlation function, 〈f(t)f(t′)〉, can be approximated as a delta func-
tion, such that

〈f(t)f(t′)〉 = 2c0τdδ(t− t′), (21)

where c0 = Lp(1 − p)[kf2k + (1 − k)f2n], because the variance per site of the
time fluctuating force given by Eq. 7 and τd is the decay time of a motor.
Substituting Eq. 21 into Eq. 20 gives∫ t

0

∫ t

0

〈f(t′)f(t”)〉dt′dt” = 2c0τdt. (22)

Setting this equal to the left-hand side of Eq. 20 yields

γ2〈(∆x)2〉 = 2c0τdt, (23)

with the diffusion coefficient defined as 1
2t 〈(∆x)2〉, so that

D =
c0τd
γ2

. (24)

Using Eq. 24 and the Einstein Relation, Eq. 18 yields an effective temperature

kBT =
c0τd
γ
. (25)

Note that both the drag coefficient γ, and c0 are proportional to L, so that this
effective temperature does not depend on the length of the microtubule. We
therefore only need to know both γ and c0 per unit length when calculating this
temperature.
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2.7. Estimating microtubule fluctuation amplitude

To estimate the distance a microtubule moves before encountering a po-
tential barrier of order kBT , we set Eq. 17 equal to (AkBT )2, where A is a
multiplicative factor, giving

〈V 2〉 = (AkBT )2 =
2

3
c∆2m3. (26)

Solving for m yields,

m = [
3(AkBT )2

2c∆2
]
1
3 . (27)

Plugging in Eq. 25 yields,

m = [
3(A c0τd

γ )2

2c∆2
]
1
3 = [

3(Aγ p(1− p)[kf
2
k + (1− k)f2n]τd)

2

2p2[kf2k + (1− k)f2n]∆2
]
1
3 . (28)

If we make the further simplifications that the two motor species exert the
same peak force fe, the concentrations of the species are equal, and the proba-
bility of a motor exerting a force is 1

2 , then Eq. 28 becomes

m = [
3(A

f2
e τd
4γ )2

1
2f

2
e∆2

]
1
3 ≈ [

(A2f2e τ
2
d

2γ2∆2
]
1
3 (29)

According to Ref. [20], γ (per unit length) can be approximated as kt, where
κ is the effective spring constant of the motor, and t is the characteristic time
for the motor to be associated with the microtubule per cycle [21]. Since we
approximated τd ≈ t, Eq. 29 becomes

m ≈ [
Afe√
2κ∆

]
2
3 . (30)

Using κ ≈ 1 pN/nm [21], ∆ ≈ 50 nm [10], and fe ≈ 10 pN,

m ≈ (
A

2
)

2
3 . (31)

Therefore, to reach a potential barrier of order 10kBT , the microtubule would
have to move ≈ 3 motor sites, or 0.15 µm.

This is in agreement with the fluctuation size of ≈ 0.2µm measured in motil-
ity assays, as in Fig. 5 from Ref. [10]. Also, it is likely that the potential barrier
must be greater than 10kBT to contain the microtubule, thereby giving an es-
timate closer to the experimental result.

In addition, we can determine how the distance the microtubule moves scales
with time. According to Kramer’s theory of thermal activation, the time scale t
for escaping a potential is proportional to exp ∆V/(kBT ) [22]. Since ∆V ∼ x3/2,
therefore x ∼ ln t2/3. Thus, the microtubule can cover a large distance very
quickly, but then is trapped in a potential well and restricted to oscillatory
motion.
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Figure 4: (a) The computed potential versus displacement for a particular realization of the
two antagonistic motor proteins described in Sec. 3.1. The dot shows the starting position.
The arrow points to the final position shown as a rectangle. (b) The displacement as a function
of time for a simulation of this system. (c) The initial transient behavior is expanded. (d)
The probability distribution of displacements computed from the latter half of the data shown
in (b). For comparison, the theoretical prediction from our model is shown with the dashed
lines. The two agree well. The potential V from (a) is shown with the dot-dashed line (scale
×100).

3. Simulations

The analytical work of the last section made assumptions that can be verified
by numerical implementation of the underlying model. Our analysis divided up
the dynamics into two types of variable: average quantities and noise, the latter
being Gaussian and uncorrelated. By implementing the original model numeri-
cally, we can test to see to what extent our analysis agrees with simulation. We
will see that there is very good agreement between them.

Having established the validity of our analytical approach, Eq. 2, we can do
a more quantitative analysis of it by numerical simulation to verify the behavior
predicted above. This also leads to a more accurate description of statistical
quantities, such as the distribution of fluctuations. In particular, we can cal-
culate the steady state probability of the microtubule’s position, and also the
distribution of initial distances that it travels before becoming trapped.

In the following, we use units of length so that the distance between adjacent
motors is unity.
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3.1. Numerical implementation of antagonistic motors

We consider the model in Sec. 2.3 with one of two possible motor proteins
positioned at every tie, with concentrations per site k, and p, as described in
Sec. 2.4.

A single motor can be in two states, attached, or unattached to the micro-
tubule. When it is attached it has a probability per unit time 1/τd of detaching.
If it is unattached, the probability per unit time of attaching is 1/τa. Below we
show simulation results where these two rates are the same: τd = τa ≡ τ and
with k = p = 1/2.

The total force ftot, is obtained by summing the forces over all attached
motors. We also assume that each attached motor has an identical linear drag
coefficient of unity. The total drag γ is therefore the sum of the drag over all
attached motors.

We model the force in the simplest way possible to avoid any effects related
to a load dependent detachment rate, by making the forces constant during
attachment. We set the peak forces used above to fk = −fn = 1. The simulation
is implemented by integrating this model with a time step dt = 0.01. At every
step we decide to attach or detach all of the motors according to the probabilities
stated above. With the updated state of the motors, we calculate the new total
force acting on the microtubule. This is used to get the change in position of
the microtubule, dtftot/γ. When the microtubule shifts by one tie, it is able to
attach to a new site on the leading end, and can no longer attach to the last
site on the trailing edge.

The corresponding potential of the microtubule can be obtained by first
calculating the average total force of a microtubule as a function of position.
We chose a microtubule with N = 100 sites. We then integrate this force to
obtain the potential. A typical potential is shown in Fig. 4(a). Starting with
a displacement of 0, the microtubule will move down the potential towards
the rectangular region, as shown. With the same forces corresponding to this
potential, we ran our simulation to obtain the displacement of the microtubule
versus time. Fig. 4(b). The initial transient region is shown in Fig. 4(c). This
can be compared to the corresponding experimental results shown in Fig. 1,
reproduced here from Ref. [10].

We quantitatively compare our simulation with our theory in Fig. 4(d). The
probability distribution of displacements x, is highly metastable and should
be well described by a Gibbs distribution, p(x) ∝ exp(−V (x)/(kBT )). The
temperature T was calculated in Sec. 2.6. Using Eqs. 7 and 25, with the
parameters above, γ = L/2, p = k = 1/2, fk = fn = 1, gives kBT = 1. The
dashed curve shows the Gibbs prediction, which agrees well with the probability
distribution determined from Eq. 2.

3.2. Numerical implementation of random environment model

The above simulation establishes the validity of our approach Eq. 2, mod-
eling the system as a random walk in a random environment, with specific
correlations in the random potential derived above. We now directly simulate
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Figure 5: (a) Displacement versus time for a particular realization of random forces for the
random environment model of Sec. 3.2. (b) Same plot but expanded for short times. Note
that initially it moves until it reaches a position which is more favorable “energetically”.

Eq. 2 with our derived statistics, to obtain statistical quantities that are hard
to obtain analytically.

We consider a force produced by a motor at the ith site, fi, drawn from a
standard normal distribution. The net force acting on a microtubule, F (j), is
the sum over L adjacent sites of these random forces, as in Eq. 8. We then
linearly interpolate for non-integral values of x to obtain the force at an arbitrary
position which gives us the complete force for any value of x. We choose n(t)
from a Gaussian distribution with standard deviation C, to describe the system
at a temperature T . We solve Eq. 2 by a simple Euler discretization with
a time step dt = 0.01. The noise amplitude is related to the temperature by
C =

√
2T/dt. In the simulations below, we chose N = L = 100, and kBT = 4.0.

Fig. 5 shows a single run for one random realization of random forces. The
displacement starting from x = 0 is shown as a function of time in (a). Fig. 5(b)
shows the same data rescaled to reveal the behavior of the initial transient. Note
that the microtubule moves approximately 35 units before finding a deep po-
tential minimum. Figure 6 displays the corresponding histogram of microtubule
position. The initial transient behavior was not included. The non-Gaussian
shape is due to the underlying roughness of the force F (x) and its correspond-
ing potential. For extremely long times, this histogram will change because
the microtubule will eventually be able to overcome enormous energy barriers.
However the corresponding times for these are exponentially large as discussed
in the previous section. Under experimentally reasonable time scales, we expect
this kind of histogram to be obtained.

We now probe the behavior of the initial transients, noted above. We ran this
simulation 3000 times each with randomly generated forces. Then we computed
the initial displacement for each realization by taking the difference between
the steady state average position and the initial position. A histogram of these
differences is shown in Fig. 7. As is apparent, the displacement in a transient
is typically about 100, or the length of the microtubule.
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Figure 6: Histogram of positions for a single realization of the random forces. The initial
transient was not included. The system fluctuations are not Gaussian as is expected because
the force does not vary linearly with positions. After extremely long times, this distribution
must change but this happens so slowly as not to be experimentally relevant.
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Figure 7: A histogram of the displacement due to the initial transients. The simulation was
run 3000 times and the initial displacements were all computed. The initial displacement was
obtained by taking the difference between the steady state average position and the initial
position of the microtubule.
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4. Model application to interpolar microtubules during metaphase

We have seen that the effect of antagonistic motors is indeed to lead to a
quasi-steady state behavior for gliding assays where microtubules fluctuate in a
localized region. However, there is a sizable initial transient displacement before
it becomes localized, that appears to be of order the length of the microtubule.

The reason for this relatively large initial transient can be understood from
the statistics of random walks. The time averaged net force F , is the sum of
the forces of the individual motors, Eq. 8, and the displacement from that
point will follow random walk statistics for lengths smaller than the length of
the microtubule L as seen from Eq. 9. On average, F will have a magnitude
that scales as

√
L. If we are interested in how far a microtubule must travel

before F = 0, then this must be a distance that is proportional to L, because a
displacement of this size will typically give rise to a change in force that is also
proportional to

√
L.

ff1 2

x

Figure 8: Two anti-parallel microtubules interacting via two types of antagonistic motors.
The motors interact in the region of overlap.

Now consider the situation of competitive motors on anti-parallel micro-
tubules, interacting with each other as shown in Fig. 8. We can use an analysis
similar to our treatment of the gliding assay experiments to understand this sit-
uation. This therefore assumes that the positions of motors on the microtubules
are fixed. In reality we expect some movement of them as well. Therefore the
potential that the microtubules feel changes in time. The potential will change
significantly on a timescale where motors move on the order of the overlap dis-
tance between microtubules. The new motor densities that are now connecting
the microtubules will then be uncorrelated with their initial value. However the
motion of these motors is not known and we will examine the situation where
their movement is slow on the timescales of interest.

The motors will only operate in the region where the microtubules overlap,
which in Fig. 8 is over a distance of length x, corresponding to m = x/∆ motors.
Eqn. 8 is modified to be

F (m) =

m∑
i=0

ηi, (32)

where ηi = f1,i + f2,i is the sum of the effects motors walking on both micro-
tubules. This form is different from the gliding assay case, because now the
number of motors included in the sum depends on the overlap distance x. How-
ever F (m) is still of the form of a random walk. Therefore the total force is not
expected to vanish except possibly at a finite number of random values of x.
The microtubules are therefore expected to have transients that are also large,
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but different than the case of the gliding assays. We would like to know in this
situation if the spindle length is maintained at a constant value, that is, if the
two microtubules will come to a well characterized equilibrium separation, or if,
in fact, they will not do so. We answer this question as follows.

The two microtubules will stop moving, aside from “thermal” fluctuations,
only at points where the force F (x) is zero. So it is important to understand
where such points lie. F itself has the statistics of a random walk, where in this
application, the position of the random walk is in force-space, and time for the
random walk becomes the distance of overlap, x. We are interested in starting
the microtubules off at some initial x and asking how this will evolve in time.
Depending on the sign of F , x will either increase or decrease monotonically
until it reaches a zero of F . This problem is equivalent to the first passage time
problem of a random walk. In the case where the sign of F is such that the
microtubule moves to increasing x, this would be equivalent to a random walk
that starts off some distance from zero and asking how long it will take to cross
zero. In this case, if the distance of overlap starts out as x0, it will experience
a random force as given in Eq. 32. In the absence of external forces, the two
microtubules will slide until they reach an overlap x∗ such that F (x∗) = 0. As
in the gliding assay case, this will typically be a distance of order x0.

On the other hand, if the sign of F is initially such that the microtubule
moves in a direction of decreasing x, then two things can happen. It can reach
a zero of F at a point where x > 0, or there will be no zeros until x = 0. In the
latter case, the microtubules slide off of each other. To ascertain the likelihood
of this latter possibility, we note again that the statistics of F (m) will be that
of a random walk that starts out with F (0) = 0. The probability of a random
walk of length m starting at the origin but never passing through zero can be
obtained [23]. For example, if the motor spacing ∆ = 50nm and the overlap
x = 1µm, then we are asking for the probability that a random walk of length
20 never passes through its starting position. In that case that probability is
about 0.18. This means the in this example, there is a 0.18 probability that the
two microtubules will separate. Because in reality, there are many microtubules
involved in the spindle, this means that many overlapping microtubules will be
pushed away from each other so that they no longer overlap. Conversely, many
others will increase from an overlap of 1µm to greater than 2µm.

Therefore this model of motor association during prometaphase, does a some-
what imperfect job of maintaining spindle length. One simple way to improve
its efficacy is to have a gradient in motor concentrations. In this case in Eq.
32, instead of the forces f1 and f2 being random variables with a mean zero,
we say that the local motor concentrations are not at the balance point, so that
there is a net time averaged force that varies deterministically with position.
Let us further assume that the concentration profile is the same for both micro-
tubules. Then the corresponding force densities f1(x) and f2(x), will give equal
contributions to the net force that the microtubules exert on each other.

F (x) = 2

∫ x

0

f1(x′)dx′. (33)
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Figure 9: The total force F , and force density profile f1 as a function of overlap x of the two
antiparallel microtubules caused by a density variation of antagonistic motors as described
in the text. Such a deterministic arrangement will lead to a balance point at x∗ that will
compete with spatio-temporal fluctuations of the two motor species.

Fig. 9 displays a force density profile that has the right properties. f1(x) starts
off negative, close to x = 0, meaning that near the tip of the microtubules,
the motors have the net effect of pulling each other closer together. At some
point the sign of f1(x) changes and motors in that region predominantly pull
the microtubules apart. The net force due to all the motors as a function of
overlap, F (x) is obtained by integrating f1(x). The equilibrium overlap x∗ is
when F (x∗) = 0. By adjusting the profile of motor concentrations, x∗ can be
shifted.

4.1. Strength of concentration imbalance

One caveat that should be mentioned is that if the motor concentration
gradients are too weak, then the microtubules will become stuck due to the
randomly fluctuating force. Without a strong enough bias due to motor con-
centration variation, the extremely jagged random environment will prevent
microtubules from sliding to the equilibrium point x∗. We now consider the
minimum size of this concentration variation necessary to overcome the random
static forces.

The force in Fig. 9 is linear around the equilibrium point x∗, and is of
the form of Hooke’s law: F = −κx, where x is measured relative to x∗. The
maximum value that κ can take can be determined by the extreme case where
the force on the microtubule changes from 0 to fe within one motor spacing
∆. If this change occurs over a width of n motors instead, we can write κ =
fe/(n∆). We wish to determine the maximum value of n that is consistent
with the microtubules being able to slide relative to each other. The potential
corresponding to Hooke’s law is U = κx2/2. Compared with the statistics of
the random potential, Eq. 26, where V ∝ x3/2, we see that for small enough
x, the random force dominates, but when x becomes sufficiently large, Hooke’s
law prevails. If the crossover occurs at too large a value of x, then the system
will become trapped in some local random minimum and not be able to move
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closer to x∗. To determine this crossover, we equate the standard deviation of
the fluctuation in the random potential, given by Eq. 26, with the Hookean
potential. In terms of m = x/∆, we obtain

n2 =
3

8

f2em

c
, (34)

where the force variance c is given in Eq. 15. To estimate the value of n, we
take p = 1/2, and fk = fn = fe. This gives n2 = (3/2)m. Experimentally in
a gliding assay, it was found that the fluctuations in m where approximately 4.
This means that we expect that n should be in the range 2 to 3, in order for
the microtubules to slide within the experimental time scale.

This small value of n is consistent with the fact that at the balance point, the
fluctuations in position of a microtubule in a gliding assay are small. The spac-
ing between motors, in these assays, is presumably not identical to interpolar
microtubules in the spindle but they are believed to be plausibly similar [10, 24].

5. Conclusion

By means of a fairly general analysis, making few assumptions, we have
seen that the motion of microtubules in an antagonistic motility assay near the
balance point is well described by a random walk in a random environment [18],
but with large correlations in the static random force. The connection does
not depend on a detailed model of the motors. The force velocity curves of
the motors near the stall point, v = 0, only come into play to give a drag
coefficient for the microtubule. The results found are in reasonable agreement
with the fluctuations observed in microtubule positions seen in experiments [10].
However the model also predicts that microtubules will slide of order their own
distance before getting badly trapped, as seen in the initial transient data.

There is substantial similarity between these gliding assay experiments and
models for what occurs in vivo during prometaphase, with KLP61F and Ncd
motors antagonizing each other in mitotic spindles [10, 11]. However, although
random force fluctuations correctly predict that these motors will act to inhibit
variations in spindle length, they also do so imperfectly. Antiparallel interpo-
lar microtubules will have initial transients where they slide of order their own
length, or sometimes completely disassociate. It appears that such variations
are within the error bars of experimental observation however. But, to circum-
vent these fluctuations, it is possible that the cell sets up a gradient in motor
density during prometaphase, thereby restricting the mitotic spindle to confined
movements in a potential well. Further observations of the densities of motors
in vivo could lend a great deal to further understanding of this situation.
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[15] T. Guérin, J. Prost, P. Martin, J F Joanny, 2010. Coordination and col-
lective properties of molecular motors: theory Curr. Opinion Cell Bio. 22,
14-20.

[16] Gilboa B, Gillo D, Farago O, Berheim-Groswasser A, 2009 Bidirectional
cooperative motion of myosin-II motors on actin tracks with randomly
alternating polarities. Soft Matter 5 2223-2231.

[17] Badoual M, J”̆licher F, Prost J, 2002 Bidirectional cooperative motion of
molecular motors. Proc Natl Acad Sci U S A, 99 6696-6701.

[18] Marinari, E, Parisi G, Ruelle D, and Windey P. 1983. Random Walk in a
Random Environment and 1/f Noise. Physical Review. 50, 1223-1225.

[19] Sethna, J.P. 2006. Statistical Mechanics Entropy, Order Parameters and
Complexity Page 227. Oxford University Press.

[20] Tawada, K., and Sekimoto, K. 1991. Protein friction exerted by motor
enzymes through a weak-binding interaction. J. Theor. Biol. 150, 193-
200.

[21] Tao, L., Mogilner, A., Civelekoglu-Scholey, G., Wollman, R., Evans, J.,
Stahlberg, H., and Scholey, J.M., 2006. Supplemental Data to A Homote-
trameric Kinesin-5, KLP61F, Bundles Microtubules and Antagonizes Ncd
in Motility Assays. Current Biology. 16 2293-2302.

[22] Kramer, H.A. 1940. Brownian motion in a field of force and the diffusion
model of chemical reaction. Physica, 7, 284-304.

[23] Chandrasekhar, S., 1943. Stochastics Problems in Physics and Astronomy
Rev. Mod. Phys. 15 1-85.

[24] Brust-Mascher, I., Civelekoglu-Scholey, G., Kwon, M., Mogilner, A., and
Scholey, J.M. 2004. Model for anaphase B: Role of three mitotic motors
in a switch from poleward flux to spindle elongation. Proc. Natl. Acad.
Sci. USA 101, 15938-15943.

22




