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The motility-proliferation-
metabolism interplay during 
metastatic invasion
Inbal Hecht1, Sari Natan2, Assaf Zaritsky3, Herbert Levine4, Ilan Tsarfaty2,* &  
Eshel Ben-Jacob1,4,5,*,†

Metastasis is the major cause for cancer patients’ death, and despite all the recent advances in 
cancer research it is still mostly incurable. Understanding the mechanisms that are involved in the 
migration of the cells in a complex environment is a key step towards successful anti-metastatic 
treatment. Using experimental data-based modeling, we focus on the fundamentals of metastatic 
invasion: motility, invasion, proliferation and metabolism, and study how they may be combined 
to maximize the cancer’s ability to metastasize. The modeled cells’ performance is measured by the 
number of cells that succeed in migration in a maze, which mimics the extracellular environment. 
We show that co-existence of different cell clones in the tumor, as often found in experiments, 
optimizes the invasive ability in a frequently-changing environment. We study the role of metabolism 
and stimulation by growth factors, and show that metabolism plays a crucial role in the metastatic 
process and should therefore be targeted for successful treatment.

Despite impressive advances in cancer research and therapy, cancer metastasis is still mostly incurable 
and is responsible for most patient deaths1. Metastasis is a multistep cascade that encompasses several 
stages: collective-to-individual cellular transition, migration, intravasation, extravasation and coloniza-
tion at distant organs2,3. During the first stage of the metastatic process, single cells of the primary 
tumor detach and migrate through the extracellular matrix (ECM) toward the blood vessels. Then they 
are carried away by the blood stream to other locations, where they may be able to colonize the tissue 
and establish new, secondary tumors. The early metastatic process can be visualized using an intra-vital 
confocal analysis of a mouse abdomen with a primary mammary tumor (Fig.  1a, red), surrounded by 
blood vessels (green). Higher magnification demonstrates small groups of cells spreading from the pri-
mary tumor toward the blood vessels, and a micrometastasis is also seen as a red lump separate from the 
primary tumor but close to a blood vessel. Blocking metastasis is the key for defeating cancer.

In order to reach the blood (or lymph) system, the metastatic tumor cells must adopt a motility 
phenotype that allows them to move through a tortuous extracellular matrix [4]. Metastatic carcinoma 
cells exhibit at least two different phenotypes of motility and invasion — amoeboid and mesenchymal4,5. 
Mesenchymal motility is aided by the secretion of matrix metalloproteinases (MMPs)6. An example of 
MMP production by a tumor is presented in Fig.  1b, taken from a mouse mammary tumor. Matrix 
repatterning by MMP-based degradation is mostly important for massive cellular migration, which typ-
ically occurs after “forerunner cells” create small microtracks in the ECM, thus allowing other cells to 
follow more easily7,8. The primary tumor cells undergo Epithelial to Mesenchymal Transition (EMT) to 
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gain migratory and invasive phenotypes. EMT makes aberrant use of normal genetic circuits involved 
in developmental processes and tissue repair9,10, and initiates or augments invasiveness by enhancing 
Rac-dependent migration.

A large number of mathematical models developed in the last decades have focused on various aspects 
of cellular motility and invasion, such as directional sensing, chemotaxis and membrane-cytoskeleton 
deformations (see11 for a review of recent models). However, few of these models has focused on motion 
in complex environments12. In our previous work13 we have introduced the notion that one can con-
ceptualize the ECM as an obstacle-filled maze in order to bridge the gap between these models and the 
actual problem of motion through ECM. This idea is illustrated in Fig. 2, where the maze geometry is 
shown in Fig. 2a and compared to an image of tumor tissue in Fig. 2b, which shows the collagen fibers 
(red) and nuclei (blue) of tumor cells. In the maze geometry model, geometrical determinants of motion 
can be combined with chemical cues to study the role of signaling or nutrient gradients in cellular migra-
tion. The movement-in-a-maze framework is therefore a useful platform for studies of cell navigation 
and information processing14–16.

One of the most challenging attributes of cancer is the extreme heterogeneity of the cell population 
even within a single tumor, which is believed to be a crucial point for any successful therapy17. Specific 
examinations of tumor cell population have shown that several distinct cell types, including highly pro-
liferative cells and highly invasive cells, can coexist in the same tumor. This phenomenon has been 
termed “tumor plasticity”18, “invasion-proliferation dichotomy”19 or “go or grow”20. The two processes 
of proliferation and invasion seem to be mutually incompatible, and were shown to involve different 
signaling pathways18; individual cells must therefore “decide” upon one of these strategies. Many aspects 

Figure 1.  (a) Metastatic dissemination.  Mouse mammary tumor cells (red/mCherry) spread toward the 
blood vessels (green/FitC). (b) Secretion of Matrix Metalloprease (MMP) by tumor cells. MMP (marked in 
magenta, seen in yellow due to overlay) is mostly secreted at the tumor edge.

Figure 2.  (a) The motion of a cell in the extracellular matrix (ECM) is modeled by an agent moving in a 
maze. (b) Ex vivo picture of cell nuclei (blue) and the collagen network of the ECM (red).
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of this decision-making process are uncertain, including how and when the decision is made, whether 
it is reversible and what influence it has on the tumor progression, metastatic potential and response to 
treatment. Presumably, different subclones are biased in this selection process by their particular genetic 
makeup.

The tumor microenvironment plays a critical role in tumor growth and motility. The effects of the 
environment are induced by specific metabolites such as oxygen and glucose as well as growth factors 
that stimulate the tumor cells and play a major role in cancer early dissemination. For example, tumor 
cells respond to Hepatocyte Growth Factor/Scatter Factor (HGF/SF, termed HGF hereafter for abbrevi-
ation). HGF is the ligand of the Met receptor tyrosine kinase, which is a known oncogene for over 30 
years now. In response to HGF stimulation, cells expressing Met trigger several signaling cascades that, 
depending on cell type, lead to a variety of biological events21. Epithelial cells respond to HGF and Met 
signals by scattering22, EMT23 and increased motility and invasiveness24. HGF treatment was also found 
to increase glucose and oxygen consumption and accelerate metabolism and proliferation25,26.

The study here was undertaken in order to shed light on the relative roles of the two strategies of 
invasion versus proliferation, and to assess the optimal strategy for successful metastasis under different 
environmental conditions. To do this, we will consider model cells (or agents) migrating through a maze 
while we explicitly take into account the energy costs of both invasive motion and cell proliferation. 
Our basic quantified measure of success will be successful traversal of the maze as a representation for 
successful migration from the tumor to a nearby blood vessels. We will compare findings for a baseline 
set of cells with cells that have been stimulated with growth factors such as HGF.

Our results show that different cell clones behave differently under different environmental condi-
tions. Moreover, stimulation via growth factor signaling, which influences the motility and proliferation 
rates, increases energy demand, but results in improved invasion and survival capability even under low 
resource conditions, due to its influence on the metabolism. Population diversity, caused either by phe-
notypic switching or by having a distribution of different subclones, acts as a “bet hedging” strategy for 
ensured survival through metastatic spreading.

Model
Here, we develop a semi-quantitative, multi-level active agent model to assess the interplay between 
proliferation and invasion. While each agent is assigned navigation characteristics, as was done in other 
studies, it is also assigned an internal energy level representing the Redox state, and an internal clock 
whose rate represents progression through the cell cycle. The internal energy determines the agent’s 
ability to proliferate and actively degrade the ECM. As detailed below, the energy management dynam-
ics includes energy intake, at a rate that is determined by the imposed external conditions, and energy 
consumption for motility, proliferation and ECM degradation.

Cellular motility is complex and is based on cytoskeletal changes coupled to signaling dynamics. In 
this work we aimed to capture the main characteristics of cellular motility, but without keeping track of 
the full cell shape dynamics. Instead, we use point-like agents, which allow us to effectively study other 
properties of cellular behavior and functioning, in particular the interplay between proliferation and 
invasion. In our model, the agents represent mesenchymal cells of epithelial origin, i.e. carcinoma cells, 
which are able to degrade the ECM (as represented by the maze walls; see later). The self-propelled agent 
is a simplification of the adhesion-contraction motility mechanism of cells within the ECM27. Recent 
studies have shown that self-propelled motion creates effective pressure on the surrounding fluid or 
ECM, which may lead to aggregation or clustering (for multiple cells)28. This pressure was shown to be 
controlled by the dimensionless number: =

τ
Pe a

v persist
 where a is the cell size, v is its velocity and τpersist  

is the persistence time. In our model, based on the experimental measurements of size, velocity and 
persistence, Pe ≈  0.5 (see SI Table ST1). It would be interesting to see whether in multi-particle simula-
tion the particles tend to clusterize as Pe is varied, but this is beyond the scope of this study.

Energy considerations in the model.  In cancer cells, energy is produced by both anaerobic glycol-
ysis (Warburg effect29) and oxidative phosphorylation, and the ratio between these two parallel processes 
varies among cancer types and environmental conditions30,31. Recent experimental efforts can provide 
valuable quantitative estimates of the rates of glycolysis and oxidative phosphorylation, which can be 
incorporated into modeling of the cellular energy management.

In the current model, the energy management is incorporated by assigning each agent an internal 
energy E which is associated with the Redox state of the cell. The internal energy is measured in units 
of EH – the internal energy generated in the cell in one hour, according to the total production of ATP 
under optimal conditions. The rate of energy production varies between cell types and also depends on 
the physiological conditions, such as the availability of oxygen and energy resources (e.g. glucose, fatty 
acids). Using experimental data from our lab25, we estimated the amount of ATP by the rates of oxygen 
consumption and lactate production, using the approximation that every molecule of oxygen produces 5 
molecules of ATP and every molecule of lactate corresponds to one molecule of ATP30,31. We found that 
for physiological glucose concentration of C0 =  5 ⋅  10−3 mole/liter (5 mM), the cell produces approximately 
1.8 ×  1012 ATP molecules per hour (see SI for calculation details). Our finding is in agreement with 
other values found in the literature, which are typically about 1–2 ×  1012 ATP molecules per hour32,33. 
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Since each ATP molecule provides about 7.6 ×  10−20 Joules (0.2 eV), we took EH to be approximated by 
1.4 ×  10−7 J. More details and experimental data can be found in the Supporting Information text and 
Table ST3.

In our model, the agents/cells perform a set of typical tasks, such as migration, proliferation and matrix 
degradation. Each of these tasks is assigned a minimal energy level (threshold), below which the task 
cannot be performed, and an energetic cost, both presented below in units of the basic energy unit EH.

Motility and Navigation.  We study cells in the maze geometry, as discussed earlier. In the absence 
of running into obstacles, the speed of the agent v is 10 μ m/hr, if the available energy is sufficient (see 
below).The cell chemotaxes according to the direction of an external chemical gradient. The cell moves 
in a straight line, and every 30 minutes (5 μ m) a new direction is selected by taking the chemical’s gra-
dient direction at that location, with an addition of angular noise taken from a Gaussian distribution 
(zero mean and π

2
 standard deviation). The actual speed may be lower, depending on the available energy 

of the cell (see below). The energetic cost of migration was set to be ε=E vm m
2 with εm =  0.005 in units 

of EHhr/μm2. The minimal internal energy that allows full motility was set to be 10Em, below which the 
effective speed is linearly reduced. This estimate is based on preliminary experiments (data not shown), 
showing attenuation of cell migration under low glucose conditions.

Proliferation, cell cycle clock, and cellular arrest.  The cell can proliferate, i.e. divide, and this 
process is governed by an internal clock representing the cell cycle. In our model the cycle time was set 
to 30 hours (20 hours with HGF stimulation, see below). At each time step of the simulation, the clock 
is advanced, namely the cell cycle progresses, if the internal energy E is above a minimum of 10EH. The 
energetic cost of each mitosis event is Ep =  5EH, evenly spread during the entire cycle. In other words, 
one full cell cycle, which lasts 30 hours, consumes an amount of energy that is acquired in 5 hours. When 
the clock reaches the defined division time, the cell stops moving for 6.5 hours, the proliferation counter 
is increased, and the clock is re-initialized.

At any time, a single cell may be considered arrested and removed from the simulation, by simply 
decreasing the cell counter. If the cell counter reaches zero, the simulation is over. This arrest represents 
a variety of biological processes, from dormancy, to apoptosis and necrosis, to phagocytosis by immune 
cells. An arrested cell does not move, invade or proliferate, and this process is considered irreversible on 
the time scale of the simulation. Since the modeled time frame is equivalent to a maximum of 100 days, 
all of these different processes have the same effect, namely the end of the cell’s journey in the maze. The 
probability of cell arrest is inversely-proportional to the internal energy level (the lower the energy is, the 
higher is the probability of dormancy), similarly to what has been found for apoptosis and necrosis in real 
cells34. The exact formula and parameters used for cell death are provided in the Supporting Table ST1.

The cell counter keeps track of the number of cells at a given moment in the simulation. The inter-
action between the cell and the environment therefore depends on the value of this counter. However, 
the internal features such as the position and energy are assumed to be identical for all members of the 
population, and thus only one cell needs to be tracked and updated. The probability that any of the cells 
is arrested (see Supporting Table T1) is multiplied by the cell counter to give the number of arrested cells. 
Since the simulation is repeated for a large number of realizations, this is equivalent to keeping track of 
all the possible trajectories, at least to the extent that the cells remain non-interacting. The role of cell-cell 
interaction was studied in a separate paper35.

ECM degradation and secretion clock.  As was mentioned earlier, this model describes mesen-
chymal cells, which can degrade the surrounding ECM. In the model, the cell degrades the maze walls 
by producing a degrading agent. The production of degrading agent is controlled by an internal clock 
(separate from the proliferation clock), which determines the minimal time between degradation events 
and therefore represents the time needed for protease synthesis.

More specifically, if there is a wall within 5μ m (half a real cell’s diameter) in the direction of motion, 
the degradation clock’s status and the energy level are checked. If degradation cannot occur (due to 
insufficient time or energy), the cell’s velocity is zeroed, and will be redirected in the next redirection 
step. If degradation can be performed, the wall in the area surrounding the cell is degraded. The size of 
the degraded area depends (linearly) on the effective number of cells (i.e. the value of the cell counter), 
but the energy threshold and cost are calculated per cell. The energetic cost of protease secretion/wall 
degradation was set to =E Ed H

1
2

, and the minimal energy needed for degradation was chosen to be 
15EH. Proteolysis time depends on the cell’s type and is 2.5 hours for highly-invasive cells and 5 hours for 
lowly-invasive cells (see Supporting Tables ST1 and ST2).

The energy threshold required for proliferation was selected to be smaller than the corresponding 
threshold for wall degradation. This was done to accommodate experimental results showing only small 
decreases in proliferation rate in low-glucose conditions as compared to significant reductions of migra-
tory activity34,36.
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Energy dynamics.  The dynamics of the internal energy E depends on the external concentration of 
glucose G and is given by:

=
Γ( )

+
−
Λ( , )

+ ( )

dE
dt

G E
E E

G E E
E E 10

2 2
0

2 2

The first term on the right-hand side represents energy intake from the environment and the second term 
is the energy usage for cellular maintenance tasks.

The metabolism rate Γ (G) and the utilization rate Λ (G, E) are given by

μ δμΓ( ) = Λ( , ) = ( )G G G E GE; 2

The energy production coefficient μ  represents the total rate of glucose intake and conversion into ATP 
(i.e. metabolism) by both oxidative phosphorylation and anaerobic glycolysis, hence it has units of 
(energy)2/concentration/time, where the energy E is measured in units of EH, concentration G in units of 
Co and time is measured in hours. Nutrient intake is a process that involves active transport in addition 
to diffusion, and as such demands energy and therefore the rate of intake depends on the internal energy 
level. The energy utilization coefficient δ  represents the fraction of energy utilization, which depends on 
the metabolism rate and the level of the internal energy, hence it has units of 1/energy. This is based on 
the assumption that cellular maintenance is typically adjusted to the level of available resources; under 
metabolic stress the entire cell activity is reduced to save energy.

With these assumptions, equation (1) can be rewritten as

μ δμ= ( − )
+ ( )

dE
dt

E G E
E E 30

2 2

Based on experimental data, we define low, medium and high nutrient levels to be associated with G (in 
units of Co) in the ranges (0.7–1.1), (1.0–1.4) and (1.3–1.7), respectively. The metabolism coefficient is 
taken to be μ  =  1.0 and the energy utilization coefficient is taken to be δ  =  0.2. A detailed list of all the 
parameters is included in the Supporting Information Text and Table ST1.

While the exact form of the energy equation is arbitrary, its main request is to provide a constant 
equilibrium level for a given cell, regardless of the external resource level, as the maximal internal energy 
level of the cell is bounded by its metabolic capacity. The external resource level only influences the influx 
rate, so that in a rich environment the internal energy reaches its equilibrium state quickly, while in a 
poor environment it may take a very long time.

Algorithmic description of energy consumption.  In addition to the metabolism dynamics of 
intake and utilization, the different cellular tasks (migration, proliferation and degradation) also con-
sume some energy in the form

= −+E E En n
k

1

where En, En+1 are the energy at steps n and n +  1, respectively, and Ek is a combination of Em, Ep, Ed 
according to the performed actions (see the model description above).

Modeling HGF Stimulation.  HGF increases motility, invasion, proliferation and metabolism of epi-
thelial cells. To incorporate the effect of HGF stimulation in the model, as obtained in experimental 
results, we have adjusted motility, proliferation, degradation and metabolism rates in the following man-
ner (the changes are summarized in SI Table ST2):

1.	 The cell’s speed was increased by 2-fold and set to 20 μ m/hr.
2.	 Proliferation rate was adjusted by decreasing the cell cycle to 20 hours.
3.	 Wall degradation rate was increased by 2-fold by taking a proteolysis time of 1.25 hours or 

2.5 hours, respectively, according to the cell’s type.
4.	 The energy intake rate was increased by 70%, namely μ  =  1.7, and the energy degradation rate was 

decreased by 10%, namely δ  =  0.18 (see Supporting Information for more details).

These changes were adjusted to effectively yield the experimental results of Kaplan et al.25, as well as 
preliminary experiments from our lab. More details are given in the Supporting Information.

“Go or grow” – proliferation-invasion dichotomy.  To assess the roles of each phenotype in the 
metastatic process, we tested how the probability to reach a distant location (e.g. a blood vessel) is 
affected by the proliferation and invasion rates. To that end, we studied four different types of agents, 
each representing a different cell type: cells with low proliferation and invasion rates; high proliferation 
rate only; high invasion rate only; and both high proliferation and invasion rates (see SI Table ST1 for 
parameter details, as well as SI Table ST2 which summarizes the differences between the phenotypes). 
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Several measures were used to assess the performance of the different phenotypes, as discussed in the 
next section.

Assessment of cellular performance.  A single simulation is performed in the following iterative 
manner: (1) The internal energy is calculated according to eq. (3); (2) The proliferation state (clock and 
threshold) is checked and acted upon accordingly; (3) Cell movement; (4) Wall degradation, if needed 
and allowed by the energy and the clock. Two typical trajectories are shown in Fig. 3, for a cell whose 
parameters have been chosen to make it proliferative (Fig.  3a) and invasive (Fig.  3b). The path of the 
cell involves free migration, wall degradation, and proliferation, as indicated by the cell counter on the 
upper-left corner. The simulation time is equal in both cases, but the invasive cell arrested due to its low 
energy and low cell-counter.

We define “success” as going through the entire maze. The target zone is defined by the external 
resource level, in this case highest at the top edge of the maze. Therefore, a cell that reaches the top level 
of the maze is considered “successful” (Fig. 3a). Unsuccessful cells are those that moved too slowly and 
did not reach the target zone within the designated simulation time (equivalent to 100 days), or alter-
natively arrested along the way (Fig.  3b). The number of successful cells is clearly influenced by their 
energy level: lower energy yields a reduced effective speed and an increased probability for cell arrest, 
and vice versa.

We count the number of events in which at least one cell has reached the target, independently of 
the final value of the cell counter. The rationale behind this is that from the point of view of metastasis 
formation, only very few cells survive the long journey from the primary tumor to the remote location, 
but even a single cell can in principle seed and give rise to a new metastasis, albeit with low likelihood. 
The percentage of successful seeding events, regardless of the number of cells in the same seed, is a better 
measure for the tumor malignancy than the number of cells that managed to seed in the same loca-
tion. Of course, one might investigate the alternate hypothesis that the probability of successful seeding 
depends strongly on the number of cells reaching the target, but we leave this question for future work.

Results
The success rates of the different phenotypes are shown in Fig.  4a. For external glucose concentration 
equal to C0 or higher, i.e. “normal” conditions, the proliferative phenotype exhibits the highest success 
rate, and this phenotype performs even better than the both-high phenotype. This overall mild attenua-
tion is probably due to the internal competition between invasion and proliferation, which are coupled 
through the same “energy depot” in the cell. However, in a low glucose concentration, high proliferation 
results in complete halt of cellular invasion, and performs even worse than the control phenotype (both 
low), with zero success rate. This surprising finding is due to the relatively large amount of energy that 
needs to be invested in proliferation, which leaves no available energy for the other tasks, such as inva-
sion and migration. Under such stressful conditions it is therefore beneficial for the cell to adopt the 
invasive phenotype.

Figure 3.  Trajectories in the maze. A simulated cell with (a) High proliferation rate, and (b) High invasion 
rate. The counter at the upper-left corner indicates the cell count (see text). The simulated proliferative cell 
(a) succeeded to reach the target within the simulation time, while the invasive cell (b) was arrested due to 
low energy and cell counter.
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A complementary measure for the cell’s metastatic efficiency is the passage rate defined as 1/T where 
T is the time the cell reaches the target. While the success percentage of the proliferative phenotype is 
higher than the invasive phenotype (with sufficient energy), the passage rate of the invasive phenotype 
is higher (Fig. 4b). In other words, high invasiveness results in a faster passage, while being proliferative 
results in higher success rate but slower passage. Under all energy conditions, the invasive phenotype 
is superior to the control phenotype (both low), both in terms of success rate and passage time. The 
highly-successful proliferative phenotype exhibits the lowest passage rate. Comparing the proliferative 
and both-high phenotypes shows a weak trade-off between success percentage and passage rate.

The success rates and passage rates (time to target) for the HGF-stimulated cells are shown in Fig. 4c,d. 
Interestingly, with HGF stimulation, all the phenotypes were successful even under low resource condi-
tions, with the proliferative phenotype being consistently the best with regard to success, but exhibiting 
a significantly lower passage rate when the energy level is low.

All the successful cells reached the end point of the maze, and thus traveled a similar distance. But 
another interesting measure is the average distance traveled by all the cells, including those that were 
arrested during the journey. The traveled distance indicates the amount of dissemination, namely how far 
from the primary tumor the metastasizing cells have gone, which is also an important measure for the 
malignancy potential. Without HGF stimulation (Fig. 5a), all phenotypes exhibited an average dissemina-
tion distance of 25–130 μ m, compared to ~180 μ m of the successful cells, indicating a non-negligible cell 
scattering of all phenotypes under all energy conditions. Under a low resource condition, the phenotypes 
with a higher proliferation rate exhibit lower scattering, similar to the success rate (Fig. 4a). Stimulation 
with HGF (Fig. 5b) increases the dissemination of all phenotypes compared to the no-stimulation case, 
but has a stronger effect in the case of low energy compared to medium and high levels. This is in agree-
ment with experimental results of wound healing assays in DA3 cells (murine adenocarcinoma), which 
show an enhanced effect of HGF stimulation on starved cells (no glucose in the medium) compared to 
cells with 5 mM glucose medium (unpublished data). The relative increase in mean cell dissemination 
for medium energy level is 25–52% for the different phenotypes, which is also in agreement with the 
experimental results showing an approximate increase of 50% in the velocity of the cells and the rate of 
wound closure with 5mM glucose.

Discussion
In this article, we present a semi-realistic multi agent approach to metastatic cancer migration through 
the extracellular matrix that encompasses specific effects of metabolism and signaling. The model, which 
is based on experimental data, focuses on the correlates of overall cellular behavior and performance. 

Figure 4.  Assessment of cellular performance. We measured the maze success rates (a,c) and the passage 
rate (b,d) of four different phenotypes: with high proliferation rate, high invasion rate, both low and 
both high. Three different environmental resource levels were tested, compared to the optimal glucose 
concentration C0 (see main text). (a,b) with no HGF stimulation; (c,d) with HGF stimulation. Error bars 
(a,c) indicate +/– standard deviation. 1000 simulation runs were performed for each case.
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More specifically, our goal in devising the model was to shed light on the interplay between the invasion 
and proliferation during metastatic migration. While we tried to match the model with experimental 
data, some of the model components have not been measured or studied. In this case, we estimated the 
parametrs based on comparison between the overall behavior simulated by the model with that of real 
cells under similar conditions.

The first step in the metastatic cascade is migration to a major circulatory system. To move through the 
complex ECM microstructure, two motility modes can be adopted by eukaryote cells: shape deformation 
that allows squeezing through small ECM gaps, or ECM degradation5. The former is termed “path find-
ing”, and is typically performed by cells that undergo epithelial to amoeboid conversion5, while the latter 
is termed “path generating” and is performed by cells that undergo epithelial to mesenchymal conversion,  
which secrete matrix metalloproteinases (MMPs)6. Here, we have focused on the latter and use a maze 
geometry to mimic the motility challenge in a controlled environment that resembles common in vivo 
situations (Fig.  2). Cellular motion in the maze captures the essentials of cancer cell dissemination, 
namely the trade-offs between migration, proliferation and invasion by proteolysis. Using a maze allows 
simple tuning of the ratio between open and closed areas, which can vary in real biological systems and 
may play a role in tumor progression37,38. While the exact success rates depend on the specific maze 
structure, our qualitative results of the differences between the phenotypes are valid in any maze config-
uration, as long as it has closed paths that demand wall degradation. In the Supporting Information we 
present the results of a different maze with a similar density but a different structure. While the exact 
success rates very between the mazes, the overall qualitative behavior is similar. The structure of the 
maze is more significant under low energy conditions, when invasion is limited. However, the relative 
difference between the phenotypes is robust and is independent of the maze structure.

Our computations are done strictly in two spatial dimensions, as most in vitro experiments are carried 
in 2D. Recent experimental advances now provide 3D in vitro motility assays, such as implantation of 
a multi-cellular spheroid in collagen or Matrigel39,40 or the use of basal membrane crossing using tran-
swells41, as well as intra-vital microscopy. However, 2D motility can be significant even in allegedly 3D 
environments, as cells tend to follow muscle fibers, epithelia or wounds4. Our model can be extended to 
3D with the proper adjustments and the resulting increase in computational time.

We compared four different clones with the following phenotypes: with low invasion and prolifera-
tion, high invasion only, high proliferation only, and both high proliferation and invasion. Part of the 
underlying logic was to represent tumor plasticity and to take into account the differential effects of 
growth factor signals. Growth factors such as HGF act in a complex way upon tumor cells: Increasing 

Figure 5.  Overall cell scattering. (a,b) The average distance (in μ m) traveled by all the cells during 
the simulation time, both successful and unsuccessful: (a) with no HGF stimulation, and (b) with HGF 
stimulation (see text and Fig. 4 for more details). (c,d) Individual trajectories of simulated proliferative cells 
under low resource conditions, (c) with no HGF stimulation, and (d) with HGF stimulation.
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their motility and invasiveness, but also increasing their metabolism and energy consumption. We found 
that under varying environmental conditions, the relative ranking of the four phenotypes is not constant. 
While the proliferative phenotype exhibits the highest performance rate under a normal or high resource 
level, its performance is the worst under a low resource condition, and goes down to zero success rate. 
The invasive phenotype shows the highest success rate under low energy, but is not as optimal when the 
energy is high compared to the other clones. The tested phenotypes were selected based on experimental 
findings of different tumor clones18,19.

The growth of a tumor typically involves repeating cycles of hypoxia and normoxia. As the tumor 
grows it depletes the available resources (i.e. glucose, oxygen) and the resulting hypoxia induces the angi-
ogenic process42. As new blood vessels are formed, more resources become available and allow fast tumor 
growth, which again results in hypoxia and additional angiogenesis. Therefore, cell dissemination should 
be adjusted to varying levels of nutrients and oxygen. Assuming that the proliferative and invasive clones 
are genetically distinct18 and cannot be easily switched, the optimized solution is therefore the coexistence 
of both clones in the tumor. By this “bet hedging” mechanism, cell dissemination is guaranteed under 
varying resource levels. An alternative is collective decision making, in which a certain percentage of 
cells is maintained in each type of state by reciprocal signaling and phenotype switching. Future research 
should aim to quantify the advantages of this additional plasticity on the overall success probability.

An interesting finding of our model is that stimulation with a growth factor signaling increases energy 
demand, but its influence on metabolism results in improved invasion and survival capability even under 
low energy conditions. In light of this finding we conclude that targeting cancer metabolism in conjunc-
tion with signaling can significantly enhance any anti-metastatic treatment and may be the key to success 
in effectively blocking cancer progression.

Our findings can be experimentally tested using trans-wells, in which cells are placed on top of matrigel 
and invade by proteolysis of the collagen fibers, moving towards a chemoattractant source (typically HGF) 
underneath. Pre-identified clones of cells, with different proliferation and invasion rates (as identified, 
for example, by Gao et al.)18, can be placed in the transwell under different nutrient conditions. Then, 
the number of successfully invading cells can be counted and compared between the different clones 
and treatments. We predict that the number of invading cells will be higher for proliferating cells under 
high glucose, but significantly lower under low glucose conditions, compared to the invasive phenotype. 
Addition of HGF to the cell culture should reverse this result. These experiments can also be performed 
ex-vivo, namely by dissecting a tumor from a mouse and placing the tissue in the transwell. However, 
this type of experiment is harder to control and compare as the “maze” consists of the tissue itself in 
addition to the matrigel. Glucose and oxygen consumption can be measured using designated commercial 
kits (for example by Seahorse Bioscience® ). Some preliminary experiment using cellular migration on 
transwell +/– HGF are currently being carried in our lab, and the results will be published in the future.

References
1.	 Etzioni, R. et al. The case for early detection. Nat Rev Cancer 3, 243–252 (2003).
2.	 Alberts, B. Molecular biology of the cell. 4th edn, (Garland Science, 2002).
3.	 Chambers, A. F., Groom, A. C. & MacDonald, I. C. Metastasis: Dissemination and growth of cancer cells in metastatic sites. Nat 

Rev Cancer 2, 563–572 (2002).
4.	 Friedl, P. Prespecification and plasticity: shifting mechanisms of cell migration. Curr Opin Cell Biol 16, 14–23, doi: 10.1016/j.

ceb.2003.11.001 (2004).
5.	 Friedl, P. & Wolf, K. Tumour-cell invasion and migration: diversity and escape mechanisms. Nat Rev Cancer 3, 362–374 (2003).
6.	 Westermarck, J. & Kahari, V. M. Regulation of matrix metalloproteinase expression in tumor invasion. FASEB J 13, 781–792 

(1999).
7.	 Friedl, P. & Wolf, K. Tube Travel: The Role of Proteases in Individual and Collective Cancer Cell Invasion. Cancer Research 68, 

7247–7249, doi: 10.1158/0008-5472.can-08-0784 (2008).
8.	 Sampetrean, O. et al. Invasion precedes tumor mass formation in a malignant brain tumor model of genetically modified neural 

stem cells. Neoplasia 13, 784–791 (2011).
9.	 Friedl, P. & Alexander, S. Cancer invasion and the microenvironment: plasticity and reciprocity. Cell 147, 992–1009, doi: 

10.1016/j.cell.2011.11.016 (2011).
10.	 Thiery, J. P., Acloque, H., Huang, R. Y. J. & Nieto, M. A. Epithelial-Mesenchymal Transitions in Development and Disease. Cell 

139, 871–890, doi: http://dx.doi.org/10.1016/j.cell.2009.11.007 (2009).
11.	 Holmes, W. R. & Edelstein-Keshet, L. A Comparison of Computational Models for Eukaryotic Cell Shape and Motility. Plos 

Comput Biol 8, e1002793, doi: 10.1371/journal.pcbi.1002793 (2012).
12.	 Giri, A. et al. The Arp2/3 complex mediates multigeneration dendritic protrusions for efficient 3-dimensional cancer cell 

migration. The FASEB Journal 27, 4089–4099, doi: 10.1096/fj.12-224352 (2013).
13.	 Hecht, I., Levine, H., Rappel, W. J. & Ben-Jacob, E. “Self-assisted” amoeboid navigation in complex environments. PLoS One 6, 

e21955, doi: 10.1371/journal.pone.0021955 (2011).
14.	 Nakagaki, T. & Guy, R. D. Intelligent behaviors of amoeboid movement based on complex dynamics of soft matter. Soft Matter 

4, 57–67, doi: 10.1039/B706317m (2008).
15.	 Nishimura, S. I., Ueda, M. & Sasai, M. Non-Brownian dynamics and strategy of amoeboid cell locomotion. Physical Review E 

85, 041909 (2012).
16.	 Gunji, Y.-P., Shirakawa, T., Niizato, T. & Haruna, T. Minimal model of a cell connecting amoebic motion and adaptive transport 

networks. Journal of Theoretical Biology 253, 659–667, doi: http://dx.doi.org/10.1016/j.jtbi.2008.04.017 (2008).
17.	 Zhang, Q. & Austin, R. H. Physics of Cancer: The Impact of Heterogeneity. Annual Review of Condensed Matter Physics 3, 

363–382, doi: 10.1146/annurev-conmatphys-020911-125109 (2012).
18.	 Gao, C. F. et al. Proliferation and invasion: plasticity in tumor cells. Proc Natl Acad Sci USA 102, 10528–10533, doi: 10.1073/

pnas.0504367102 (2005).



www.nature.com/scientificreports/

1 0Scientific Reports | 5:13538 | DOI: 10.1038/srep13538

19.	 Giese, A. et al. Dichotomy of astrocytoma migration and proliferation. International Journal of Cancer 67, 275–282, doi: 10.1002/
(sici)1097-0215(19960717) (1996).

20.	 Hatzikirou, H., Basanta, D., Simon, M., Schaller, K. & Deutsch, A. ‘Go or Grow’: the key to the emergence of invasion in tumour 
progression? Mathematical Medicine and Biology, doi: 10.1093/imammb/dqq011 (2010).

21.	 Birchmeier, C., Birchmeier, W., Gherardi, E. & Vande Woude, G. F. Met, metastasis, motility and more. Nat Rev Mol Cell Biol 4, 
915–925 (2003).

22.	 Loerke, D. et al. Quantitative Imaging of Epithelial Cell Scattering Identifies Specific Inhibitors of Cell Motility and Cell-Cell 
Dissociation. Sci. Signal. 5, rs5, doi: 10.1126/scisignal.2002677 (2012).

23.	 Thiery, J. P. Epithelial-mesenchymal transitions in tumour progression. Nat Rev Cancer 2, 442–454 (2002).
24.	 Hamasuna, R. et al. Regulation of matrix metalloproteinase-2 (MMP-2) by hepatocyte growth factor/scatter factor (HGF/SF) in 

human glioma cells: HGF/SF enhances MMP-2 expression and activation accompanying up-regulation of membrane type-1 
MMP. International Journal of Cancer 82, 274–281, doi: 10.1002/(sici)1097-0215(19990719) (1999).

25.	 Kaplan, O., Firon, M., Vivi, A., Navon, G. & Tsarfaty, I. HGF/SF activates glycolysis and oxidative phosphorylation in DA3 
murine mammary cancer cells. Neoplasia 2, 365–377 (2000).

26.	 Zhang, Y.-W. & Vande Woude, G. F. HGF/SF-met signaling in the control of branching morphogenesis and invasion. Journal of 
Cellular Biochemistry 88, 408–417, doi: 10.1002/jcb.10358 (2003).

27.	 Lämmermann, T. & Sixt, M. Mechanical modes of ‘amoeboid’ cell migration. Current Opinion in Cell Biology 21, 636–644, doi: 
http://dx.doi.org/10.1016/j.ceb.2009.05.003 (2009).

28.	 Takatori, S. C., Yan, W. & Brady, J. F. Swim Pressure: Stress Generation in Active Matter. Phys Rev Lett 113, 028103 (2014).
29.	 Warburg, O. On the origin of cancer cells. Science 123, 309–314 (1956).
30.	 Brand, M. D. The efficiency and plasticity of mitochondrial energy transduction. Biochem Soc T 33, 897–904 (2005).
31.	 Marcinek, D. J., Schenkman, K. A., Ciesielski, W. A. & Conley, K. E. Mitochondrial coupling in vivo in mouse skeletal muscle. 

Am J Physiol-Cell Ph 286, C457–C463, doi: 10.1152/ajpcell.00237.2003 (2004).
32.	 Drew, B. & Leeuwenburgh, C. Method for measuring ATP production in isolated mitochondria: ATP production in brain and 

liver mitochondria of Fischer-344 rats with age and caloric restriction. American Journal of Physiology — Regulatory, Integrative 
and Comparative Physiology 285, R1259–R1267, doi: 10.1152/ajpregu.00264.2003 (2003).

33.	 Wu, M. et al. Multiparameter metabolic analysis reveals a close link between attenuated mitochondrial bioenergetic function and 
enhanced glycolysis dependency in human tumor cells. Am J Physiol-Cell Ph 292, C125–C136, doi: 10.1152/ajpcell.00247.2006 (2007).

34.	 Caro-Maldonado, A. & Muñoz-Pinedo, C. Dying for something to eat: how cells respond to starvation. The Open Cell Signaling 
Journal 3, doi: 10.2174/1876390101103010042 (2011).

35.	 Hecht, I. et al. Tumor invasion optimization by mesenchymal-amoeboid heterogeneity. Sci Rep 5, 10622, doi: 10.1038/srep10622 
(2015).

36.	 Birket, M. J. et al. A reduction in ATP demand and mitochondrial activity with neural differentiation of human embryonic stem 
cells. Journal of Cell Science 124, 348–358, doi: 10.1242/jcs.072272 (2011).

37.	 Girard, J.-P. & Springer, T. A. High endothelial venules (HEVs): specialized endothelium for lymphocyte migration. Immunology 
Today 16, 449–457, doi: http://dx.doi.org/10.1016/0167-5699(95)80023-9 (1995).

38.	 Martinet, L. et al. Human Solid Tumors Contain High Endothelial Venules: Association with T- and B-Lymphocyte Infiltration 
and Favorable Prognosis in Breast Cancer. Cancer Research 71, 5678–5687, doi: 10.1158/0008-5472.can-11-0431 (2011).

39.	 Stein, A. M., Demuth, T., Mobley, D., Berens, M. & Sander, L. M. A Mathematical Model of Glioblastoma Tumor Spheroid 
Invasion in a Three-Dimensional In Vitro Experiment. Biophysical Journal 92, 356–365, doi: 10.1529/biophysj.106.093468 (2007).

40.	 Zaman, M. H. et al. Migration of tumor cells in 3D matrices is governed by matrix stiffness along with cell-matrix adhesion and 
proteolysis. Proceedings of the National Academy of Sciences 103, 10889–10894, doi: 10.1073/pnas.0604460103 (2006).

41.	 Sahai, E. & Marshall, C. J. Differing modes of tumour cell invasion have distinct requirements for Rho/ROCK signalling and 
extracellular proteolysis. Nat Cell Biol 5, 711–719 (2003).

42.	 Choi, K. S., Bae, M. K., Jeong, J. W., Moon, H. E. & Kim, K. W. Hypoxia-induced angiogenesis during carcinogenesis. Journal of 
biochemistry and molecular biology 36, 120–127 (2003).

Acknowledgments
This work was supported by Marie Curie International Reintegration Grant within the 7th European 
Community Framework Programme; The Breast Cancer Research Foundation; US — Israel Binational 
Science Foundation and the Tauber Family Foundation and the Maguy-glass chair in physics of complex 
systems at Tel Aviv University; The National Science Foundation (NSF) Center for Theoretical Biological 
Physics Grant NSF PHY-1308264; The Cancer Prevention and Research Institute of Texas (CPRIT) 
Scholar Program of the State of Texas at Rice University.

Author Contributions
I.H., E.B.J., S.N. and I.T. designed the model; S.N. and I.T. carried the experiments; I.H., S.N., I.T. and 
E.B.J. analyzed the experimental data; I.H., A.Z., E.B.J. and H.L. analyzed the results; All authors wrote 
the paper.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Hecht, I. et al. The motility-proliferation-metabolism interplay during 
metastatic invasion. Sci. Rep. 5, 13538; doi: 10.1038/srep13538 (2015).

This work is licensed under a Creative Commons Attribution 4.0 International License. The 
images or other third party material in this article are included in the article’s Creative Com-

mons license, unless indicated otherwise in the credit line; if the material is not included under the 
Creative Commons license, users will need to obtain permission from the license holder to reproduce 
the material. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	The motility-proliferation-metabolism interplay during metastatic invasion
	Introduction
	Model
	Energy considerations in the model
	Motility and Navigation
	Proliferation, cell cycle clock, and cellular arrest
	ECM degradation and secretion clock
	Energy dynamics
	Algorithmic description of energy consumption
	Modeling HGF Stimulation
	“Go or grow” – proliferation-invasion dichotomy
	Assessment of cellular performance

	Results
	Discussion
	Additional Information
	Acknowledgements
	References



 
    
       
          application/pdf
          
             
                The motility-proliferation-metabolism interplay during metastatic invasion
            
         
          
             
                srep ,  (2015). doi:10.1038/srep13538
            
         
          
             
                Inbal Hecht
                Sari Natan
                Assaf Zaritsky
                Herbert Levine
                Ilan Tsarfaty
                Eshel Ben-Jacob
            
         
          doi:10.1038/srep13538
          
             
                Nature Publishing Group
            
         
          
             
                © 2015 Nature Publishing Group
            
         
      
       
          
      
       
          © 2015 Macmillan Publishers Limited
          10.1038/srep13538
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep13538
            
         
      
       
          
          
          
             
                doi:10.1038/srep13538
            
         
          
             
                srep ,  (2015). doi:10.1038/srep13538
            
         
          
          
      
       
       
          True
      
   




