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Integrated Systems and Technologies: Mathematical Oncology

Therapeutic Potential of Bacteria against Solid
Tumors
Haralampos Hatzikirou1,2, Juan Carlos L�opez Alfonso1,2, Sara Leschner3,
Siegfried Weiss3,4, and Michael Meyer-Hermann1,5

Abstract

Intentional bacterial infections can produce efficacious anti-
tumor responses in mice, rats, dogs, and humans. However,
low overall success rates and intense side effects prevent such
approaches from being employed clinically. In this work, we
titered bacteria and/or the proinflammatory cytokine TNFa in
a set of established murine models of cancer. To interpret the
experiments conducted, we considered and calibrated a
tumor–effector cell recruitment model under the influence of
functional tumor-associated vasculature. In this model, bac-
terial infections and TNFa enhanced immune activity and
altered vascularization in the tumor bed. Information to
predict bacterial therapy outcomes was provided by pretreat-

ment tumor size and the underlying immune recruitment
dynamics. Notably, increasing bacterial loads did not neces-
sarily produce better long-term tumor control, suggesting that
tumor sizes affected optimal bacterial loads. Short-term treat-
ment responses were favored by high concentrations of effec-
tor cells postinjection, such as induced by higher bacterial
loads, but in the longer term did not correlate with an effective
restoration of immune surveillance. Overall, our findings
suggested that a combination of intermediate bacterial loads
with low levels TNFa administration could enable more
favorable outcomes elicited by bacterial infections in tumor-
bearing subjects. Cancer Res; 77(7); 1553–63. �2017 AACR.

Introduction
Bacteria of many species invade and colonize solid tumors

(1–3). In many cases, this leads to growth retardation of the
neoplasia, and in the most favorable situations to complete
tumor clearance (1, 2, 4). This phenomenon has been described
already 200 years ago (1813) by Ars�ene-Hippolyte Vautier, a
French physician who observed that the tumors of patients
shrank when they also suffered from gas gangrene (3, 5). We
now know that these symptoms are due to a Clostridium
perfringens infection.

Several attempts have been carried out to establish bacteria-
mediated antitumor therapy in the clinical practice (3, 4, 6). Most
prominent were the attempts of William B. Coley, an American
surgeon who successfully treated inoperable skin cancers with
heat-inactivated bacteria (3, 7).However, the severe side effects, as
well as uncertainties on the underlying mechanisms, prevented
the general use of bacteria as a therapeutic agent. Currently, in face
of the fact that cancer is the most frequent cause of death in the
industrialized world and the second in economically developing
countries with a rising incidence (8), novel strategies have to be
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Major Findings
We present the first systematic study that combines in vivo

murine experiments and mathematical modeling toward
the mechanistic understanding of the therapeutic potential
of bacterial infections against solid tumors. In particular, we
elucidate the interplay between growing tumors, vascular-
ization, and immune recruitment dynamics in response to
bacterial infections. This study suggests that before thera-
peutic interventions, tumor size and immune recruitment
dynamics are critical factors for long-term tumor control.
Moreover, an arbitrary increase of bacterial loads can be
detrimental for treatment outcomes, which suggests the
existence of an optimal bacteria load depending on tumor
size. The model predicts that intermediate bacterial loads
and administration of low TNFa potentially inducing tumor
vascularization can lead to enhanced therapeutic outcomes
in silico.
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explored to increase the spectrum and effectiveness of therapies
against this devastating disease. In accordance, since two decades,
systematic experimentation has been carried out to understand
the tumor-invasive properties of bacteria, as well as the mechan-

isms that lead to bacteria-induced tumor shrinkage or clearance.
Recent progress in knowledge of host bacterial pathogen inter-
action, advances in genome research, as well as the development
of new technologies tomanipulate bacteria allow now to develop

Quick Guide to Model Equations and Assumptions

Tumor-Effector Cell Recruitment Model
We consider a mathematical model that combines radial tumor growth and immune recruitment dynamics (9) to gather

information about specific tumor responses to different therapeutic combinations of bacterial loads and TNFa in mice
(Figs. 1A–D and 2A). The proposed model relies on the following main assumptions:

1 The temporal evolution of the average tumor radius is considered, where invasive and diffusive tumor growth are not taken into
account.

2 The death rate lA reflects the lump effect of apoptotic and necrotic processes.
3 Innate immunity or base immune surveillance is represented as a minimum presence of active effector cells at any time, even in

the absence of tumor cells.
4 Effector cell recruitment rate is a function of tumor cells following Michaelis–Menten dynamics.
5 The efficacy of immune killing depends on the ability of effector cells to penetrate the tumor bulk via the tumor-associated

vasculature (10, 11). With better vascularization, the effector cells kill tumor cells not only on the surface of the tumor but also
further inside.

6 Effector cells die with a constant rate and get inactivated in dependence on their antitumor activity.

The system variables are the average tumor radius R(t) and effector cell concentration E(t) in the tumor vicinity. The mathematical
model is formulated as a system of ordinary differential equations (ODE) given by

dR
dt

¼ 1
3

lMB� lAð ÞR|fflfflfflfflfflfflfflfflfflfflffl{zfflfflfflfflfflfflfflfflfflfflffl}
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þ lM 1� Bð ÞLD 1
tanh R=LDð Þ �

LD
R

� �
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tumor growth

� cER
RðB�1Þ
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ðAÞ

dE
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¼ r
R3
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recruitment of
effector cells

� d1R
3 RðB�1Þ

RðB�1Þ þ 1

� �
E|fflfflfflfflfflfflfflfflfflfflfflfflfflfflfflfflffl{zfflfflfflfflfflfflfflfflfflfflfflfflfflfflfflfflffl}

inactivation of
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death of
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; ðBÞ

where the time coordinate t has been omitted for sake of notation simplicity. LD is an intrinsic length scale resulting from
nutrient dynamics, that is, diffusion, supply, and consumption. We assume that B is a dimensionless parameter, where 0 � B �
1 represents the degree of functional tumor-associated vasculature, that is, vessels that allow the flow of blood to the tumor. The
functional vascular network is assumed to modulate both the tumor growth and tumor–immune cell interactions as shown in
Eqs. A and B. The parameters lM and lA are the mitotic and death rates of tumor cells, respectively. Parameter c represents the
killing rate of tumor cells by effectors, r is the immune recruitment rate, and K is the tumor volume at which the recruitment rate
is half-maximal. d1 and d0 are the inactivation and death rates of effector cells, respectively, and s is the background rate of
immune effector recruitment. LD, B, lM, lA, c, r, K, d1, d0, and s are positive constants. Further details about derivation,
parametrization, and theoretical analysis of the tumor-effector cell recruitment model can be found in ref. 9.

Therapeutic Potential Definition
Therapeutic potential TP (p):Op! [0, 1] is interpreted as the average tumor control, that is, ratio between cases where the tumor

radius stays bounded over all the possible cases, with respect to a certain regime of model parameter p 2 {B, r, R0} given by

TPðpÞ ¼

Ð
Wp

H RSðpÞ � R p; t�ð Þ½ �dp
Ð
Wp

H R p; t�ð Þ½ �dp ; ðCÞ

where t� ¼ 100 days (about 3 months) is the target time, RS(p) is the tumor radius at the saddle point (Fig. 2B), and H(�) is a
Heaviside step function (9). We remark that mice are typically considered in a complete remission stage, that is, permanent
absence of disease, if they are tumor-free after 100 days of treatment (12, 13).
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new bacterial strains. They should bemetabolically and function-
ally attenuated to render them safe for application in cancer
patients and at the same time therapeutically highly potent
(14). In parallel, attempts are made to employ such bacteria and
their tumor-targeting features as carriers for therapeutic com-
pounds like toxins, which can be expressed directly in cancerous
tissues (15–17).

Active chemotactic mechanisms for bacteria targeting and
colonizing solid tumors have been suggested for Salmonella based
on in vitro data (18). However, different species of bacteria that
lack these properties were still able to target cancerous sites in
immunocompetent mice (19). A passive alternative has been
recently proposed (20). Namely, upon systemic application,
Gram-negative bacteria elicit a cytokine stormvia their endotoxin.
The dominating cytokine is most likely the tumor necrosis factor
TNFa (20). As a consequence of the cytokine storm, the leaky
pathologic blood vessels of the tumor open and a severe hemor-
rhage is induced. This leaves a large necrotic region behind after
the hemorrhage has been cleared. The facultative anaerobe Sal-
monellamight be simply flushed into the tumor during the blood
influx. Salmonella then proliferate in the immune-privileged sites
provided by the necrotic and hypoxic regions of the tumor, and
eventually scavenge on the dead cells. The hemorrhage and
induction of necrosis also explains the tumor growth retardation
that is observed after application of the bacteria (20). Final tumor
clearance is most likely due to the induction of a specific immune
response against tumor antigens that is activated by the adjuvant
effects of the bacteria (21). However, most of the tumors recover
from the original attack by bacteria and eventually continue to
grow. Immune escape mechanisms of the neoplasia might be
responsible for this phenomenon (22). Therefore, a mechanistic
understanding of the biology of bacteria-mediated therapy is of
utmost importance for the further development of such a high
potential anticancer treatment.

In this work, we consider in vivo murine tumors treated with
different bacterial loads and/or TNFa, and record the corre-
sponding tumor volume evolutions before and after treatment.
Then, we use a mathematical model that combines vascularized
tumor growth and effector cell recruitment dynamics to gain
insights into the possible reasons of success or failure of
bacterial therapies. Mathematical models have been rather
successful in investigating the biology of cancer (23–26) and
are becoming an increasingly important resource to address
immunologic questions (27–29), as well as useful for optimiz-
ing and predicting antitumor therapy outcomes (9, 27, 30–36).
Model analysis not only provides a qualitative and quantitative
explanation of experimental results, but also allows for novel
therapeutic strategies.

Materials and Methods
Mice, bacteria, and cell lines

BALB/c mice were purchased from Janvier Labs. All recom-
binant mice were bred at the Helmholtz-Zentrum für Infektions-
forschung and all experiments were performed with female, 8-
12-week-old mice if not stated differently and under approval of
LAVES (Nieders€achsisches Landesamt f€ur Verbraucherschutz
und Lebensmittelsicherheit); Permission: 33.9-42502-04-12/
0173. S. Typhimurium SL7207 [hisG46, D407(aroA544::Tn10)]
and E. coli TOP10 were grown on LB agar with 30 mg/mL
streptomycin at 37�C.CT26 (ATCCCRL-2638) cells were cultured

in IMDM supplemented with 10% FCS, 100 U/mL penicillin,
and 100 mg/mL streptomycin, 50 mmol/L 2-mercaptoethanol, 2
mmol/L L-glutamine, and maintained at 37�C and 5% CO2. The
F1A11 (H-2d) cell line is a murine fibrosarcoma that expresses
b-galactosidase (b-gal) and was obtained by transduction of
spontaneously transformed BALB/c fibroblast cell line F1 with
the LBSN retroviral vector (37). Cell lines used in the study were
obtained in the year 2000.

Tumor growth and bacterial infections
Tumors CT26 and F1A11 were set by injecting 5 � 105 cells in

100-mL PBS subcutaneously. Growth was monitored by caliper.
Viable tumor volume was calculated as V¼ 4/3p(hw2)/8, where h
¼ height and w¼ width. For intravenous (i.v.) infection, bacteria
from glycerol stocks were cultivated on streptomycin LB plates
overnight. Single colonies were resuspended in PBS and adjusted
to 103 or 5 � 106 bacteria in 100-mL PBS. Bacteria were injected
into the tail vein of the animals, as soon as the tumor had reached
a volume between 100 and 200 mm3. Similarly, 1 mg of recom-
binant TNFa in 100-mL PBS was injected intravenously. For
analysis, organs were homogenized in 0.1% (v/v) TritonX-100/
PBS and homogenates were plated on streptomycin LB plates.

Parameter calibration of the preinjection tumor growth
phase (days 0–9)

The proposed mathematical model given by Eqs. A and B
was first calibrated for the untreated phase of tumor growth
(days 0–9). The preinjection tumor evolutions in Fig. 1 describe
similar growth rates than those observed in immunocompro-
mised Rag1�/�, which cannot produce functional T cells and B
cells, and wild-type (WT) BALB/c mice experiments (9). As the
experimental protocols for untreated tumors are the same, and
the tumor volume in these experiments was quantified daily
instead of every two days (Fig. 1), we expect more precise param-
eter estimates. Therefore, we consider the values of model para-
meters for the untreated (preinjection) phase of tumor growth
(days 0–9) as those that we previously estimated from Rag1�/�

and (WT) BALB/c murine tumor growth experiments (9).
More precisely, we calibrated the intrinsic tumor parameters,

that is, the net proliferation rate lp, the degree of functional
vascularization B, and the average length of nutrient gradient LD
from immunocompromised Rag1�/� mice experiments (9). The
control immune-related parameters such as the death rate of
tumor cells due to effector cells c, the immune cell recruitment
rate r, and the initial concentration of effector cells E0, were
estimated from (WT) BALB/c mice experiments (9). The rest of
parameter values were taken from earlier studies of tumor-
immune dynamics (30, 38–40) and are summarized in Supple-
mentary Table S1.

Model parameters postinjection (days 11–21) were calibrated
on the basis of experimental data of tumors treated with different
combinations of bacterial loads and TNFa (Fig. 1A–D). As initial
conditions, we consider the tumor radius R0 at day 1 postinjec-
tion, and estimate the concentration of effector cells E0 at day 1
postinjection, as well as the immune recruitment rate r and degree
of functional of tumor-associated vasculature B postinjection. In
all cases, we assume that E0 and B vary up to 4.0 � 106 cells and
0.20 at day 1 postinjection, respectively. These ranges of values are
based on the potential deviations from the preinjection para-
meters due to the fast dynamics taking place during the first day
postinjection. Immune–tumor dynamics can be also assumed

Bacterial Infections against Solid Tumors
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different between individual experiments, implying variations on
the immune recruitment rate r, ranging from0.4 to 0.7 day�1. The
rest of parameter values for the model are considered as in
Supplementary Table S1.

To reduce the uncertainties due to the finite number of obser-
vations, a bootstrapping procedure was implemented to obtain
the parameter estimates of average tumor responses (Table 1). The
goal was to obtain reliable estimates of the summary statistics by
means of a resampling procedure. Different nonparametric sets of
bootstrap samples were artificially generated and represent the
natural variation of the experimental datasets (41, 42). The
resulting means and standard deviations of such samples were
considered for parameter calibration. Fitting procedures for each
experimental setting start from a large number of different ran-
dom initial conditions, as well as by randomly perturbing the
parameter set to be estimated, where the solutions with lowest
residual variances were selected in each case.

Statistical analysis
We have used the nonparametric one-tailed Mann–Whitney

U test to statistically test whether two experimental treatments
come from the same distribution. A Kruskal–Wallis test was
conducted to compare whether more than two experimental
samples share the same distribution. Stars represent comparisons
with P value less than 0.01.

Results
Treatment with bacteria and/or TNFa has the potential to
induce tumor clearance in vivo

Tumors developed in BALB/c mice until day 10, followed by
injection of different combinations of bacterial loads and/or
TNFa. The subsequent tumor responses to treatment were mon-
itored for the following 11 days, which represents a total exper-
imental time of 21 days. Figure 1 shows the phases of untreated
tumor growth and postinjection for four different therapeutic
protocols. Injection of a low bacterial load was able to control

tumor growth in some but not all cases (Fig. 1A). In two experi-
ments, tumor growth showedonly a slight delay in response to the
therapeutic intervention. Increasing the bacterial load induces a
more homogeneous reaction (Fig. 1B). All monitored tumors
were reduced in size, but noneof themwas eradicated. Injectionof
TNFa alone or in combination with the low bacterial load
induced a consistent reduction of tumor volume in all mice and
even leading to tumor clearance in some cases (Fig. 1C and D).
These experimental results provide in vivo evidence that the impact
of bacteria and proinflammatory factors on tumor growth is
diverse and depends on the concentration of injected bacteria
and/or TNFa.

While it becomes clear that particular choices of bacterial loads
favor tumor burden reduction and in the most favorable situa-
tions induce tumor clearance, this observation lacks any mech-
anistic insight. However, better understanding of the reasons and
mechanisms for the diverse treatment outcomes is necessary to
make this therapeutic techniqueuseful for clinical practice.Driven
by the diversity of outcomes for each experimental setting, we
hypothesize that the state of the mice at the time of injection in
terms of tumor volume, preexisting number, and subsequent
recruitment rate of immune effector cells, as well as the degree
of functional vascularization, determines the efficacy of bacterial
therapy beyond the experimentation time.

In vivo tumor responses can be reproduced by a mathematical
model

The developed mathematical model is particularly designed
to allow for long-term mechanistic insights of bacterial and/or
TNFa treatment success versus failure (see Quick Guide to
Model Equations and Assumptions). For that purpose radial
tumor growth, effector cell dynamics, and functional tumor
vascularization with impact on both tumor growth and recruit-
ment of effector cells are explicitly considered. Pretreatment
model parameters were determined from the phase of untreat-
ed tumor growth on the basis of murine experiments (Supple-
mentary Table S1; ref. 9).

Figure 1.

Tumor volume evolutions (6–7 mice
experiments) without therapeutic
interventions until day 10, and
treatment responses to different
combinations of bacterial loads and
TNFa: 103 bacteria (A), 5� 106 bacteria
(B), TNFa (C), and 103 bacteria and
TNFa (D).
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The effects of bacterial and TNFa treatments are implicitly
modeled in the proposed tumor–immune system interaction,
where the tumor radius R0 at day 1 postinjection defines the
model initial conditions for the subsequent long-term dynam-
ics. Treatment-related parameters, that is, the initial concentra-
tion of effector cells E0, the immune recruitment rate r, and the
degree of functional tumor vascularization B are estimated at
day 1 postinjection from the experimental data shown in Fig. 1.
Experimental evidence suggest that during the first 24 hours
postinjection, a dynamic interplay between bacteria, immune
cells, and tumor-induced vasculature takes place (3, 17, 19–
21). After day 1 postinjection, we observe a relaxation of the
aforementioned dynamics and the necrotic core growth, where
bacteria settle down and are protected from immune attacks.
Accordingly, we assumed in the model that fast processes of
tumor reorganization are induced after treatment at day 10 of
tumor growth and relax by day 11 (3, 17, 19–21). During this
time, related model parameters, that is, functional vasculari-
zation B and recruitment of effector cells r are modulated and
we assume that they remain constant thereafter. The parameter
quadruple (R0, E0, B, r) is then associated with the individual
state of the mice at the time of treatment or shortly after, and

will be used as such when mice are individually distinguished
in the model analysis.

To gain insight on the average tumor responses to each
treatment strategy, parameters of interest are first calibrated to
the mean tumor temporal trajectories postinjection (Fig. 2A).
The model quantitatively recovers the mean tumor responses to
bacterial and/or TNFa therapeutical administrations (Fig. 2C–F).
The estimated concentrations of effector cells E0, immune
recruitment rate r, and degree of functional tumor vasculariza-
tion B postinjection are summarized in Table 1. Even though
mouse-averaged responses to different treatments cannot be
considered conclusive for the success or failure of these thera-
peutic strategies, they can still provide useful information
about the overall therapeutic potential of bacterial infections
and TNFa protocols.

Bacterial infections and TNFa enhance the immune activity
and alter vascularization in the tumor bed

The parameter calibration of average tumor evolution postin-
jection (Fig. 2C–F) reveals that any combination of bacterial
infections and TNFa treatment elevates the recruitment rate
r (Table 1), when compared with the untreated control cases

Figure 2.

A, Average tumor responses to the
different treatments in Fig. 1, where
bacterial loads or TNFa administration
time is indicated by an arrow at day 10.
B, Estimates of the critical tumor radius
RS for uncontrolled tumor growth
depending on the immune recruitment
rate r and functional vascularization B.
C–F, Fitting results of the model for
tumor responses inA, where the ranges
of experimental observations for each
dataset are represented by the
shadowed regions.
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(Supplementary Table S1). In turn, TNFa treatments imply
increased r when compared with exclusive administration of
bacteria. The effector cell concentration E0 postinjection in the
vicinity of tumors is always higher than without treatment.
Interestingly, high bacteria loads (5 � 106) trigger higher E0 but
lower rwhen comparedwith the corresponding values induced by
103 bacteria. The above observations suggest that bacterial infec-
tions with or without TNFa enhance the immune activity in the
tumor bed. We also observe the destruction of functional tumor-
associated vasculature B when mice are treated with TNFa. In
case that bacterial infections are not administered with TNFa,
the value of B is predicted to remain almost invariant. All the
aforementioned model-driven findings can be deduced from
Fig. 3A–D. The obvious question that arises is how these treat-
ment-induced model parameter constellations impact on short-,
that is, within the experimentation time, and long-term tumor
dynamics. Figs. 4A–D and 5A–D show the model-fitting of the
individual short-term evolution of tumor volume and effector
cell amounts after administration of different combinations of
bacterial loads or TNFa (Fig. 1A–D).

Tumor volume is critical for long-term bacterial therapy
outcomes

In addition to mean tumor responses to different therapeutic
strategies, we investigate individual mice and whether differences
at the time of injection allow to predict treatment success or
failure. Initially, we focus on tumor responses to infections
induced by 103 bacteria. This is a particularly interesting exper-
imental setting. It can be considered on average as a failure
scenario (Fig. 2A). However, a variety of treatment responses was
found (Fig. 1A). To calibrate r, E0, and B with respect to this
treatment strategy, we started from the tumor radius R0 at day 1
postinjection and the preinjection estimates given in Supplemen-
tary Table S1 for the other model parameters. Figure 3 shows the
resulting parameter values that accurately fit the different tumor
responses (Fig. 4A; Supplementary Table S2). Functional levels of
tumor-associated vasculature postinjection are similar to those in
the untreated tumor growth phase (Fig. 3C), but higher concen-
tration of effector cells and immune recruitment rates postinjec-
tion are achieved when compared with the preinjection estimates
(Fig. 3A and B). However, treatment induces higher effector cell
recruitment rates insufficient to reduce, in most cases, the tumor
volume by the end of the experimentation time (Fig. 4A).

The diverse treatment responses can be grouped into three cases
(Fig. 4A): (i) unfavorable tumor responses, experiments 2 and 6,
(ii) almost invariant tumor volumes before and after adminis-
tration of bacteria, experiments 1, 3, and 5, and (iii) tumor
reduction as in experiment 4. Model simulations support that
the treatment responsiveness of the tumor depends on its size at
the time of injection. Only observing the experimental curves, we
deduced that for too big tumors at day 1 postinjection this
treatment strategy provides no benefit. However, for sufficiently

small tumor sizes, the bacterial treatment–induced immune
recruitment dynamics are able to keep tumors under control or
reduce tumor volumes during the experimentation time.

Indeed, model analysis demonstrates the existence of a critical
tumor radius RS, above which tumors evade immune surveillance
(9, 34). Considering themean values of the estimated parameters
(Supplementary Table S2), we can calculate a critical tumor
radius, RS ¼ 4.1 mm that corresponds to a critical volume VS ¼
288.82 mm3, which correctly predicts tumor escape in experi-
ments 2 and 6 as R0 > RS at the time of injection (Fig. 4A). A
decreasing number of effector cells postinjection is predicted in
both cases (Fig. 5A). Figure 2B shows numerical estimates of RS

depending on the recruitment rate r and functional tumor vas-
culature B. There exists a critical immune recruitment rate rS
depending on B, below which tumor growth control is not
achieved (9). But, for increasing r and decreasing B, the chance
of long-term tumor control increases as RS acquires higher values.
The mean value of r predicted in response to this bacterial load is
higher than the corresponding critical immune recruitment rate rS
’ 0.49 day�1 (Figs. 2B and 3A). Accordingly, model simulations
indicate long-term control for tumors with radii R0 < RS, that is,
murine experiments 1, 3, 4, and 5 (Fig. 4A), whereas for the
remaining cases tumors evade from immune surveillance.

Table 1. Immune recruitment rate r, tumor vascularization B, and initial number
of effector cells E0 estimated from the average behavior of the experimental
datasets in Fig. 4

Experimental setting r B E0 R0

103 bacteria 0.52 day�1 0.18 1.30 � 106 cells 3.52 mm
5 � 106 bacteria 0.44 day�1 0.17 2.62 � 106 cells 3.40 mm
TNFa 0.65 day�1 0.04 1.73 � 106 cells 3.32 mm
103 bacteria þ TNFa 0.56 day�1 0.04 1.71 � 106 cells 3.40 mm

Figure 3.

Parameter estimates for the preinjection tumor growth phase and treatment
responses to different combinations of bacterial loads or TNFa. Immune
recruitment rate r (A), number of effector cells E0 (B), functional
vascularization B (C), and tumor radius (D; crossing lines column).
Preinjection parameter values in Supplementary Table S1 and mean tumor
radius at time of injection (Fig. 2A). Solid color columns: r, E0, B, and
mean tumor radius R0 at day 1 postinjection estimated from murine
experiments (Fig. 1). � , significant differences and straight lines imply
no difference.
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High bacterial loads result in short-term positive therapeutic
responses but not in long-term tumor control

We now consider murine experiments treated with 5 � 106

bacteria (Fig. 1B). Irrespective of tumor sizes, we observe
positive treatment responses during the experimentation time.
Tumor sizes are considerably reduced in all experiments, but
complete neoplasia clearance is not achieved at day 11 post-
injection. In some cases, the treatment response curves even
suggest tumor regrowth. Although all treatments induce large

necrotic regions, experimental measurements include always
viable cancer cells at the tumor border allowing for relapse.
Parameter estimates for this therapeutic choice are represented
in Fig. 3 (Supplementary Table S3). Fitting results predict a
similar tumor-associated vasculature B to the one estimated
from the untreated tumor growth phase (Fig. 3C).

At a first glance, comparing with tumor evolutions upon
injection of 103 bacteria, we could na€�vely think that higher
bacterial loads lead to improved therapeutic outcomes. However,

Figure 5.

Short-term evolution of effector cell
amounts estimated from tumor responses
to treatmentswith 103 bacteria (A), 5� 106

bacteria (B), TNFa (C), and 103 bacteria þ
TNFa; data as given in Fig. 4A–D (D).

Figure 4.

Model fitting of the individual short-
term tumor responses to treatment
strategies with 103 bacteria (A), 5� 106

bacteria (B), TNFa (C), and 103 bacteria
þ TNFa; data as in Fig. 1A–D (D).
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the model predicts that long-term tumor control is not achieved
with this specific treatment choice. Themost striking difference to
other scenarios is that the number of effector cells at day 1
postinjection is inversely related to the immune recruitment rate
(Fig. 3A and B). Higher concentrations of effectors at day 1
postinjection are associated with rapid tumor reduction, but
lower immune recruitment rates allow tumor regrowth toward
the end of the experimentation time (Fig. 4B). In fact, long-term
tumor evasion is predicted as themean recruitment rate estimated
is below the critical immune recruitment threshold rS ’ 0.49
day�1 (Figs. 2B and 3A). This results in a reduction of the number
of effector cells postinjection (Fig. 5B). Therefore, the model
predicts that tumor control cannot be obtained by the adminis-
tration of this bacterial load. These findings evidence that an
arbitrary increase of bacterial loads does not necessarily imply
better long-term therapeutic outcomes. Combined with the pre-
vious tumor responses to infections induced by 103 bacteria, we
conjecture the existence of an optimal bacterial load for thera-
peutic benefits.

Intermediate bacterial loads induce optimal in silico
outcomes

Model results suggest that bacteria directly affect the immune
systemdynamics withoutmajor damage to the preexisting tumor-
associated vascular functionality. Increasing bacterial loads are
associated with higher numbers of effector cells E0 and lower
immune recruitment rates r at day 1 postinjection. While tumor
evasion is always predicted after administration of 5 � 106

bacteria, positive long-term therapeutic responses are obtained
in themajority of cases (4/6) treatedwith103bacteria. Assuming a
monotonically decreasing and increasing dependency of recruit-
ment rates r and initial concentrations E0 of effector cells on
bacterial loads as shown in Fig. 6A and B, respectively, the model
can provide insights into the therapeutic potential (TP) of inter-

mediate bacterial loads as defined in Eq. C (see Quick Guide to
Model Equations and Assumptions).

Figure 6C shows that there exists a critical bacterial load, around
105 bacteria, abovewhich therapeutic benefits cannot be achieved
irrespective of tumor size. In this case, the degree of functional
tumor vascularization B was fixed to 0.17, which is in the range
estimated after bacterial treatments (Supplementary Table S2;
Supplementary Table S3). The therapeutic potential of bacterial
infections is predicted to increase below this critical threshold
(Fig. 6D). However, for sufficiently large tumors, that is, R0 > 4.4
mm, bacterial treatments alone do not provide positive outcomes
and additional therapeutical strategies are required. Interestingly,
these findings indicate that for the failure cases treated with 103

bacteria (Fig. 4A), that is, murine experiments 2 and 6 with R0 ¼
4.28 and 4.23 mm, respectively, an educated bacterial load
increase could lead to long-term tumor control. Thus, model
predictions support that administration of an optimal amount
of bacteria could significantly improve long-term treatment out-
comes in silico.

TNFa augments effector recruitment dynamics and reduces
tumor-associated vascular functionality

Treatment responses in Fig. 1C suggest that an exclusive admin-
istration of TNFa induces tumor control in mice. The tumor-
associated vasculature is found to be damaged under these con-
ditions (Fig. 3C; Supplementary Table S4). This model prediction
is supported by experimental evidence inmicedemonstrating that
TNFa is a potent antivascular cytokine able to initiate apoptosis in
cancer cells (43, 44). TNFa targets tumor vasculature by inducing
hyperpermeability and destruction of vascular lining, which
results in the accumulation of cytostatic drugs inside tumors and
damage to the vascular structure (45).

The critical tumor radius in this therapeutic choice, RS ¼
5.6 mm, is higher than R0 for all experiments, which indeed

Figure 6.

Model predictions with respect to
increasing bacterial loads. A and B,
Linear interpolations of the immune
recruitment rate r and number of
effector cells E0 at day 1 postinjection
for bacterial loads ranging between
103 and 5 � 106 bacteria. C, Predicted
long-term tumor control depending
on tumor size and bacterial load. D,
Therapeutic potential (TP) of bacterial
therapies for tumors with sizes
between 3.5 to 4.5 mm. The y-axis
represents the fraction of tumors
controlled 100 days after the
administration of different bacterial
loads. C and D, Simulations of tumor
control in 100 days (light gray) and
uncontrolled tumor growth (dark
gray).
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suggests long-term tumor control (Supplementary Table S4).
The number of effector cells at day 1 postinjection is on average
higher than those estimated from infections induced by 103

bacteria, but lower than those with 5 � 106 bacteria (Fig. 3B).
Fitting of tumor responses in these cases predicts that TNFa
induces higher effector recruitment rates compared with all
other therapeutic strategies (Fig. 3A). This prediction is sup-
ported by recent experimental data in mice, where an increased
effector cell migration toward tumor bulk is observed after
TNFa administration (46). After complete tumor clearance, the
effector cell concentration is decreased (Fig. 5C).

Therapeutic combinations of 103 bacteria and TNFa result in
positive short-term treatment responses, and even in some
cases complete tumor clearance (Fig. 1D). The functional levels
of tumor-associated vasculature and number of effector cells at
day 1 postinjection are estimated similar to those by exclusive
administration of TNFa (Fig. 3B and C). However, time-evo-
lution curves postinjection indicate that some tumors might
escape from immune surveillance and relapse (Fig. 4D). The
analysis of the individual experiments reveals an association
between successful therapy outcomes and high immune recruit-
ment rates. For experiments 2 and 3, the estimated values of r
are lower than the corresponding critical immune recruitment
rate, rS ¼ 0.48 day�1 (Supplementary Table S5). This suggests
tumor evasion accompanied by a reduction in the concentra-
tion of effector cells postinjection (Fig. 5D). In the remaining
cases, r > rS and R0 < RS ¼ 5.6 mm suggest long-term tumor
control. Thus, the combination of bacterial infections with
administration of TNFa does not always improve the thera-
peutic success rate when compared with the exclusive admin-
istration of TNFa.

Low TNFa dosages could improve the efficacy of intermediate
bacterial loads

Recent experiments in mice evidenced that systematic admin-
istration of TNFa has dual effects by remodeling tumor stroma
and enhancing adaptive immunity (47). Low doses of intratu-
moral TNFa stabilize tumor blood vessels and promote antitu-
mor immune responses mediated by increased effector cell infil-
tration. These findings indicate that a low dose of TNFa can be a
potent adjuvant for active immunotherapy (47). On the other
hand, larger dosages act as an anti-vascular agent as considered in
the murine experiments (Fig. 1).

TNFa vasomodulatory effects on tumor growth dynamics are
investigated in the framework of the proposed mathematical
model. In our previous works (9, 34), we demonstrated the
existence of an optimal combination of immuno- and vaso-
modulatory interventions for tumor shrinkage. These ideas
could be realized by treatment strategies with combinations
of bacterial loads and TNFa. We quantify the long-term tumor
control dependency on functional tumor vascularization B and
immune recruitment rate r, as well as on the initial conditions
R0 and E0. Supplementary Figure S1 shows that for both high
and low functional levels of tumor-associated vasculature B, a
therapeutic "window of opportunity" arises for the long-term
tumor control in mice. Tumor vascular destruction, that is, low
B values, is associated with high TNFa dosage, which are rather
prohibitive for humans (48). On the other hand, for low doses
of TNFa, which potentially lead to high values of B via induced
vascular normalization, the model simulations suggest that the
tumor control probability is inversely related to the tumor size

but favored by larger immune recruitment rates. This is sup-
ported by preclinical studies demonstrating that vascular nor-
malization increases infiltration of effector cells into tumors
(49–51). In addition, Supplementary Fig. S2 evidences the
existence of an optimal amount of effector cells that maximizes
the regime of favorable outcomes (total green area) in mice at
high functional vascularization. This optimal E0 concentration
coincides with the intermediate bacterial loads around 105

bacteria (Fig. 6). Therefore, an educated combination of low
TNFa and intermediate bacteria loads is predicted to optimize
treatment outcomes.

Discussion
In the current study, we investigated the therapeutic potential

of bacterial infections against tumor growth. We focused on the
interplay between growing tumors, vascularization, and
immune recruitment dynamics after bacterial-based therapeutic
interventions. We conducted in vivo tumor experiments in mice
treated with different combinations of bacteria loads and/or
TNFa. To assess the experimental observations, we used a
mathematical model of tumor–effector cell interactions, in
which the functional tumor-associated vasculature and induced
immune responses were predicted to play a crucial role in long-
term bacterial therapy outcomes. Pretreatment model para-
meters were calibrated on the basis of untreated tumor growth
murine experiments (9), and compared with estimates postin-
jection in treated mice with four different bacterial and/or TNFa
treatment protocols.

Mice experiments show that tumor growth retardation, and
even eradication in themost favorable situations, can be obtained
with bacterial infections. This study suggests that tumor sizes at
the first day postinjection and the underlying immune recruit-
ment dynamics contain predictive information for short- and
long-term bacterial treatment outcomes. Model results suggest
that an arbitrary increase of bacterial loads does not necessarily
result in better long-term tumor control. This implies the existence
of an optimal bacterial load for tumor remission depending on
tumor size at the time of injection. The administration of ade-
quate bacterial loads combined with immunostimulatory agents
is predicted to enhance the tumor control probability. These
results are valid under the assumption that the immune recruit-
ment rate is time-invariant during the experimentation time and
even for longer periods. Although this assumption is plausible for
short times, for example, during the experimentation time, for
long-term one may expect the recovery of recruitment rates close
to the lower pretreatment control values. This typically implies an
underestimation of tumor growth for the fitted model parameter
values when compared with control estimates. However, this fact
does not disqualify the tumor–effector cell recruitment model
predictions. For instance, in the case of 5 � 106 bacteria, the
estimated large values of the effector recruitment rate induce a
lower bound of the tumor growth rates, in comparison with the
corresponding control values. Even for these underestimated
tumor growth rates, the model predicts evasion, meaning that
for the control recruitment rates, the tumor is surely uncontrol-
lable. Finally, concerning the long-term controllable cases, we can
be more confident as they are evident from the short-term exper-
imental observations.

In the mice experiments of tumor growth we conducted, the
TNFa dose administered was enough to destroy functional
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tumor-associated vasculature. Although the exclusive administra-
tion of TNFa leads always to tumor control, the combinationwith
bacteria seems not always to result in positive treatment out-
comes. This suggests the existence of an antagonistic mechanism
between TNFa and bacterial treatments, raising the question
whether bacteria and TNFa also coregulate each other. At this
point, the exact biological mechanism of this antagonistic behav-
ior remains to be elucidated. Even though we cannot ensure the
statistical significance of these findings due to the small sample
size, the model analysis suggests that the resulting tumor control
failure is associated with high effector cell concentrations E0
postinjection and an undercritical immune recruitment rate r
leading to tumor evasion. Parameters r and E0 result from the
fast processes of tumor reorganization during the first day post-
injection (3, 17, 19–21), which are out of model's resolution and
this particular experimental setting. In addition, the model anal-
ysis revealed that E0 at day 1 postinjection is decisive for the short-
term tumor dynamics, but the long-term evolution is exclusively
dependent on r (9, 34). Increasing r was predicted to always
improve the therapeutic potential, but E0 nonmonotonically
impacts onto the tumor control probability (9). To shed further
light on these short timescalemechanisms, new experiments need
to be designed that monitor the immune and vascularization
dynamics during the first hours postinjection.

TNFa is immunogenic at almost any dose. On the other hand,
TNFa damages the tumor blood vessels at high doses, whereas it
improves the functionality of tumor vasculature at low doses (21,
47). However, as the administration of high TNFa concentrations
to humans may endanger the patient's life (48), low dosage is the
only plausible treatment choice.On the basis of themodel results,
we hypothesized that the administration of an intermediate
bacterial load triggering accurate immune responses followed by
a low TNFa dosage enhancing vascularization could provide
beneficial therapeutic outcomes depending on tumor size at the
time of injection. As this treatment strategy potentially improves
tumor vascularization, it could be further optimized when com-
bined with nonimmunosuppressive adjuvant therapeutic mod-
ules such as chemo- and radiotherapy (52–54).

Although the biological processes involved are more compli-
cated than the current model description, this study represents an
important step toward the understanding of the complex link
between bacteria-induced immune responses and tumor growth
dynamics. In particular, the proposed model provides a minimal
framework, with respect to immunologic details and compo-

nents, to understand our experimental data. Adding complexity
can be justified upon further data acquisition. We think that the
proposed tumor-effector cell recruitment model may serve as a
predictive tool, in combination with in vivo experimentation, for
the design and assessment of novel treatment strategies combin-
ing bacterial infections and other therapeutic modules. Further,
we firmly believe that the development of this approach together
with parametrization on human data can reveal the antitumoral
potential of bacterial treatments.

Disclosure of Potential Conflicts of Interest
No potential conflicts of interest were disclosed.

Authors' Contributions
Conception and design: H. Hatzikirou
Development of methodology: H. Hatzikirou, J.C. L�opez Alfonso
Acquisition of data (provided animals, acquired and managed patients,
provided facilities, etc.): S. Leschner, S. Weiss
Analysis and interpretation of data (e.g., statistical analysis, biostati-
stics, computational analysis): H. Hatzikirou, J.C. L�opez Alfonso,
M. Meyer-Hermann
Writing, review, and/or revision of the manuscript: H. Hatzikirou, J.C. L�opez
Alfonso, S. Weiss, M. Meyer-Hermann
Administrative, technical, or material support (i.e., reporting or organizing
data, constructing databases): J.C. L�opez Alfonso, M. Meyer-Hermann
Study supervision: S. Weiss, M. Meyer-Hermann
Other (model implementation and simulations): J.C. L�opez Alfonso

Acknowledgments
S. Weiss gratefully acknowledges the support of the Deutsche Krebshilfe.

Grant Support
J.C. L�opez Alfonso, M. Meyer-Hermann, and H. Hatzikirou were supported

by the German Federal Ministry of Education and Research (BMBF) for the
eMED project SYSIMIT (01ZX1308D). M. Meyer-Hermann was also supported
by the German Federal Ministry of Education and Research (BMBF) for the
eMED project Sys-Stomach (01ZX1310C), and the Helmholtz Initiative for
Personalized Medicine.

The costs of publication of this article were defrayed in part by the
payment of page charges. This article must therefore be hereby marked
advertisement in accordance with 18 U.S.C. Section 1734 solely to indicate
this fact.

Received June 15, 2016; revised November 22, 2016; accepted December 21,
2016; published OnlineFirst February 15, 2017.

References
1. Forbes NS. Profile of a bacterial tumor killer. Nat Biotechnol 2006;24:

1484–85.
2. Forbes NS. Engineering the perfect (bacterial) cancer therapy. Nat Rev

Cancer 2010;10:785–94.
3. Leschner S, Weiss S. Salmonella-allies in the fight against cancer. J MolMed

2010;88:763–73.
4. Roberts NJ, Zhang L, Janku F, Collins A, Bai RY, Staedtke V, et al. Intra-

tumoral injection of Clostridium novyi-NT spores induces antitumor
responses. Sci Transl Med 2014;6:249ra111.

5. Barb�e S, Van Mellaert L, Ann�e J. The use of clostridial spores for cancer
treatment. J Appl Microbiol 2006;101:571–8.

6. Lokody I. Anticancer therapy: bacterial treatment for cancer. Nat Rev
Drug Discov 2014;13:726.

7. Coley WB. The treatment of malignant tumors by repeated inoculations of
erysipelas. With a report of ten original cases. 1893. Clin Orthop Relat Res
1991;262:3–11.

8. Jemal A, Bray F, Center MM, Ferlay J, Ward E, Forman D. Global cancer
statistics. CA Cancer J Clin 2011;61:69–90.

9. Hatzikirou H, Alfonso JCL, M€uhle S, Stern C, Weiss S, Meyer-
Hermann M. Cancer therapeutic potential of combinatorial immuno- and
vasomodulatory interventions. J R Soc Interface 2015;12:20150439.

10. Huang Y, Yuan J, Righi E, Kamoun WS, Ancukiewicz M, Nezivar J,
et al. Vascular normalizing doses of antiangiogenic treatment re-
program the immunosuppressive tumor microenvironment and
enhance immunotherapy. Proc Natl Acad Sci U S A 2012;109:
17561–6.

11. Huang Y, Goel S, Duda DG, Fukumura D, Jain RK. Vascular normalization
as an emerging strategy to enhance cancer immunotherapy. Cancer Res
2013;10:2943–48.

12. Stimac M, Kamensek U, Cemazar M, Kranjc S, Coer A, Sersa G. Tumor
radiosensitization by gene therapy against endoglin. Cancer Gene Ther
2016;23:214–20.

Hatzikirou et al.

Cancer Res; 77(7) April 1, 2017 Cancer Research1562

on April 13, 2017. © 2017 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst February 15, 2017; DOI: 10.1158/0008-5472.CAN-16-1621 

http://cancerres.aacrjournals.org/


13. Gao Y, Whitaker-Dowling P, Barmada MA, Basse PH, Bergman I. Viral
infection of implanted meningeal tumors induces antitumor memory
T-cells to travel to the brain and eliminate established tumors. Neuro
Oncol 2015;17:536–44.

14. Low KB, Ittensohn M, Le T, Platt J, Sodi S, Amoss M, et al. Lipid A mutant
Salmonella with suppressed virulence and TNFalpha induction retain
tumor-targeting invivo. Nat Biotechnol 1999;17:37–41.

15. Arrach N, Cheng P, Zhao M, Santiviago CA, Hoffman RM, McClelland M.
High-throughputscreening for salmonella avirulent mutants that retain
targeting of solid tumors. Cancer Res 2010;70:2165–70.

16. Patyar S, Joshi R, Byrav DP, Prakash A, Medhi B, Das B. Bacteria in cancer
therapy: a novel experimental strategy. J Biomed Sci 2010;17:21.

17. Leschner S, Deyneko IV, Lienenklaus S, Wolf K, Bloecker H, Bumann D,
et al. Identification of tumor-specific SalmonellaTyphimurium promoters
and their regulatory logic. Nucleic Acids Res 2012;40:2984–94.

18. Kasinskas RW, ForbesNS. Salmonellatyphimurium specifically chemotax and
proliferate in heterogeneous tumor tissue invitro. Biotechnol Bioeng
2006;94:710–21.

19. Crull K, Bumann D, Weiss S. Influence of infection route and virulence
factors on colonization of solid tumors by Salmonella enterica serovar
Typhimurium. FEMS Immunol Med Microbiol 2011;62:75–83.

20. Leschner S, Westphal K, Dietrich N, Viegas N, Jablonska J, Lyszkiewicz M,
et al. Tumor invasion of Salmonella enterica serovar Typhimurium is
accompanied by strong hemorrhage promoted by TNF-alpha. PLoS One
2009;4:e6692.

21. Stern C, Kasnitz N, Kocijancic D, Trittel S, Riese P, Guzman CA, et al.
Induction of CD4(þ) and CD8(þ) anti-tumor effector T cell responses by
bacteria mediated tumor therapy. Int J Cancer 2015;137:2019–28.

22. Binder DC, Engels B, Arina A, Yu P, Slauch JM, Fu YX, et al. Antigen-specific
bacterial vaccine combined with anti-PD-L1 rescues dysfunctional endog-
enous T cells to reject long-established cancer. Cancer Immunol Res
2013;1:123–33.

23. ByrneHM, Alarcon T,OwenMR,Webb SD,Maini PK.Modelling aspects of
cancer dynamics: a review. Philos Trans A Math Phys Eng Sci 2006;364:
1563–78.

24. Anderson AR, Quaranta V. Integrative mathematical oncology. Nat Rev
Cancer 2008;8:227–34.

25. Byrne HM. Dissecting cancer through mathematics: from the cell to the
animal model. Nat Rev Cancer 2010;10:221–30.

26. Altrock PM, Liu LL, Michor F. The mathematics of cancer: integrating
quantitative models. Nat Rev Cancer 2015;15:730–45.

27. Wilkie KP, Hahnfeldt P. Mathematical models of immune-induced cancer
dormancy and the emergence of immune evasion. Interface Focus 2013;3:
20130010.

28. CappuccioA, Tieri P,Castiglione F.Multiscalemodelling in immunology: a
review. Brief Bioinform 2015;17:408–18.

29. Alfonso JCL, Schaadt NS, Sch€onmeyer R, Brieu N, Forestier G, Wemmert C,
et al. In-silico insights on the prognostic potential of immune cell infiltra-
tion patterns in the breast lobular epithelium. Sci Rep 2016;6:33322.

30. de Pillis LG, Radunskaya AE, Wiseman CL. A validated mathematical
model of cell-mediated immune response to tumor growth. Cancer Res
2005;65:7950–8.

31. Kempf H, Hatzikirou H, Bleicher M, Meyer-Hermann M. In silico analysis
of cell cycle synchronisation effects in radiotherapy of tumour spheroids.
PLoS Comput Biol 2013:9:e1003295.

32. Alfonso JCL, Buttazzo G,García-Archilla B, HerreroMA,N�u~nez L. Selecting
radiotherapy dose distributions by means of constrained optimization
problems. Bull Math Biol 2014;76:1017–1044.

33. Alfonso JCL, Jagiella N, N�u~nez L, Herrero MA, Drasdo D. Estimating dose
painting effects in radiotherapy: a mathematical model. PloS One 2014;9:
e89380.

34. Reppas AI, Alfonso JCL, Hatzikirou H. In silico tumor control induced via
alternating immunostimulating and immunosuppressive phases. Viru-
lence 2016;7:174–186.

35. Walker R, Enderling H. From concept to clinic: Mathematically informed
immunotherapy. Curr Probl Cancer 2016;40:68–83.

36. Poleszczuk JT, Luddy KA, Prokopiou S, Robertson-Tessi M, Moros EG,
Fishman M, et al. Abscopal benefits of localized radiotherapy depend on
activated T-cell trafficking and distribution between metastatic lesions.
Cancer Res 2016;76:1009–18.

37. Paglia P, Chiodoni C, Rodolfo M, Colombo MP. Murine dendritic cells
loaded invitro with soluble protein prime cytotoxic T lymphocytes against
tumor antigen invivo. J Exp Med 1996;183:317–322.

38. Kuznetsov V, Makalkin I, Taylor M, Perelson A. Nonlinear dynamics of
immunogenic tumors: Pa- rameter estimation and global bifurcation
analysis. Bull Math Biol 1994;56:295–321.

39. d'Onofrio A, LedzewiczU, Sch€attlerH.On the dynamics of tumor-immune
system interactions and combined chemo-and immunotherapy. In: New
challenges for cancer systems biomedicine. Milan, Italy: SIMAI Springer;
2012. p.249–66.

40. Alessandri K, Sarangi BR, Gurchenkov VV, Sinha B, Kießling TR, Fetler L,
et al. Cellular capsules as a tool for multicellular spheroid production and
for investigating themechanics of tumor progression invitro. ProcNatl Acad
Sci U S A 2013;110:14843–48.

41. Efron B, Tibshirani RJ. An introduction to the bootstrap. New York:
Chapman & Hall/CRC; 1993.

42. DavisonAC,HinkleyDV. Bootstrapmethods and their application. United
Kingdom: Cambridge University Press, Cambridge Series in Statistical
and Probabilistic Mathematics; 1997.

43. Szlosarek PW, Balkwill FR. Tumour necrosis factor alpha: a potential target
for the therapy of solid tumours. Lancet Oncol 2003;4:565–73.

44. Burton ER, Libutti SK. Targeting TNF-a for cancer therapy. J Biol 2009;8:85.
45. van Horssen R, Ten Hagen TL, Eggermont AM. TNF-a in cancer treatment:

molecular insights, antitumor effects, and clinical utility. Oncologist
2006;11:397–408.

46. Carretero R, Sektioglu IM, Garbi N, Salgado OC, Beckhove P,
H€ammerling GJ. Eosinophils orchestrate cancer rejection by normaliz-
ing tumor vessels and enhancing infiltration of CD8þ T cells. Nat
Immunol 2015;16:609–17.

47. JohanssonA,Hamzah J, PayneCJ,Ganss R. Tumor-targeted TNFa stabilizes
tumor vessels and enhances active immunotherapy. Proc Natl Acad Sci U S
A 2012;109:7841–6.

48. Spooner CE, Markowitz NP, Saravolatz LD. The role of tumor necrosis
factor in sepsis. Clin Immunol Immunopathol 1992;62:11–7.

49. Manning EA, Ullman JG, Leatherman JM, Asquith JM, Hansen TR, Arm-
strong TD, et al. A vascular endothelial growth factor receptor-2 inhibitor
enhances antitumor immunity through an immune-based mechanism.
Clin Cancer Res 2007;13:3951–59.

50. Hamzah J, Jugold M, Kiessling F, Rigby P, Manzur M, Marti HH, et al.
Vascular normalization in Rgs5-deficient tumours promotes immune
destruction. Nature 2008;453:410–414.

51. Shrimali RK, Yu Z, Theoret MR, Chinnasamy D, Restifo NP, Rosenberg SA.
Antiangiogenic agents can increase lymphocyte infiltration into tumor and
enhance the effectiveness of adoptive immunotherapy of cancer. Cancer
Res 2010;70:6171–80.

52. Jain RK. Normalizing tumor vasculature with anti-angiogenic therapy: A
new paradigm for combination therapy. Nat Med 2001;7:987–89.

53. Jain RK. Normalization of tumor vasculature: an emerging concept in
antiangiogenic therapy. Science 2005;307:58–62.

54. Goel S, Duda D, Xu L, Munn L, Boucher Y, Fukumura D, Jain RK.
Normalization of the vasculature for treatment of cancer and other dis-
eases. Physiol Rev 2011;91:1071–121.

www.aacrjournals.org Cancer Res; 77(7) April 1, 2017 1563

Bacterial Infections against Solid Tumors

on April 13, 2017. © 2017 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst February 15, 2017; DOI: 10.1158/0008-5472.CAN-16-1621 

http://cancerres.aacrjournals.org/


2017;77:1553-1563. Published OnlineFirst February 15, 2017.Cancer Res 
  
Haralampos Hatzikirou, Juan Carlos López Alfonso, Sara Leschner, et al. 
  
Therapeutic Potential of Bacteria against Solid Tumors

  
Updated version

  
 10.1158/0008-5472.CAN-16-1621doi:

Access the most recent version of this article at:

  
Material

Supplementary

  
 http://cancerres.aacrjournals.org/content/suppl/2017/02/15/0008-5472.CAN-16-1621.DC1

Access the most recent supplemental material at:

  
  

  
  

  
Cited articles

  
 http://cancerres.aacrjournals.org/content/77/7/1553.full.html#ref-list-1

This article cites 51 articles, 20 of which you can access for free at:

  
  

  
E-mail alerts  related to this article or journal.Sign up to receive free email-alerts

  
Subscriptions

Reprints and 

  
.pubs@aacr.org

To order reprints of this article or to subscribe to the journal, contact the AACR Publications Department at

  
Permissions

  
.permissions@aacr.org

To request permission to re-use all or part of this article, contact the AACR Publications Department at

on April 13, 2017. © 2017 American Association for Cancer Research. cancerres.aacrjournals.org Downloaded from 

Published OnlineFirst February 15, 2017; DOI: 10.1158/0008-5472.CAN-16-1621 

http://cancerres.aacrjournals.org/lookup/doi/10.1158/0008-5472.CAN-16-1621
http://cancerres.aacrjournals.org/content/suppl/2017/02/15/0008-5472.CAN-16-1621.DC1
http://cancerres.aacrjournals.org/content/77/7/1553.full.html#ref-list-1
http://cancerres.aacrjournals.org/cgi/alerts
mailto:pubs@aacr.org
mailto:permissions@aacr.org
http://cancerres.aacrjournals.org/



