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ABSTRACT 
This paper introduces a mathematical model that focuses on both periodic and continuous dose regimes 
in order to investigate the dynamics of cancer cells while they are undergoing chemotherapy to treat the 
disease. In order to characterize the interactions between cancer cells, healthy cells, and the 
chemotherapy medication, the model makes use of a set of ordinary differential equations. It has been 
demonstrated through simulations that both periodic and continuous chemotherapy has the ability to 
reduce the size of tumors. However, continuous delivery has been shown to be more effective in reducing 
tumor size, despite the fact that it causes greater damage to healthy cells. On the other hand, periodic 
chemotherapy makes it easier for good cells to recover to some degree while simultaneously allowing 
tumors to proliferate between sessions. A sensitivity study is a type of research that investigates the 
effects of chemotherapy on both its efficacy and its toxicity. This type of study highlights the importance 
of developing personalized treatment regimens that can effectively control tumors while also protecting 
healthy tissue. The model is modified to include the concept of medicine resistance, which illustrates the 
likelihood of treatment failure becoming more prevalent over time. The results of this study shed light on 
the optimization of chemotherapy schedules and suggest potential avenues for further research. These 
avenues include combination drugs and adaptive treatment strategies. 
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INTRODUCTION 
Worldwide, cancer is a serious disease. It causes aberrant cells to multiply and spread uncontrollably [1]. 
Medical researchers continue to study cancer progression and create viable treatments. Chemotherapy 
has been an essential cancer treatment because it targets quickly growing cancer cells. The complexity of 
cancer cell behavior during chemotherapy makes it difficult to improve treatment regimens, reduce side 
effects, and overcome drug resistance. 
Mathematical modeling is a powerful tool for explaining cancer cell dynamics and drug response. These 
models let researchers replicate cancer progression, assess medication efficacy, and study drug resistance 
[2, 3]. Mathematical models can enable quantitative results projection and treatment plan development. 
These models use characteristics such as cancer cell proliferation, medication toxicity, and immune 
system interactions. 
Nonlinear interactions between biological elements determine how chemotherapy affects cancer cells. 
Chemotherapy affects both malignant and healthy cells, creating a delicate balance between tumor 
decrease and side effects [4]. The adaptive features of cancer cells, which make them susceptible to 
chemotherapeutic drug resistance, complicate treatment formulation. Differential equations and 
computational simulations are utilized to simulate dynamics and understand cancer's temporal course 
under different treatment regimes [5]. 
This study examines the dynamics of several mathematical models of cancer cell populations under 
treatment. This study examines the many models used to portray chemotherapy-cancer cell interactions 
and their effects on treatment optimization. We shall examine modeling methods' pros, cons, and 
therapeutic uses in this section. This work explains how mathematical modeling could help build more 
effective and cancer-specific chemotherapy regimens.  
 
LITERATURE REVIEW 
The mathematical modeling of cancer dynamics has garnered substantial interest in recent decades as a 
method of comprehending the interactions among cancer cells and the immune system, as well as tumor 
growth and treatment responses. These models, which are frequently constructed using differential 
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equations, enable researchers to simulate and forecast the results of cancer treatments, including 
chemotherapy, with the ultimate objective of enhancing therapeutic strategies. In this section, we 
examine the most significant contributions to the literature regarding mathematical models of cancer and 
how they relate to chemotherapy. 
 
1. Early Tumor Growth Models 
A.K. Laird (1964) proposed one of the earliest mathematical models of tumor growth, the Gompertzian 
growth model, which describes tumor expansion as a sigmoidal process and slows down as the tumor size 
increases. This model has been extensively employed due to its simplicity and capacity to accurately 
represent the dynamics of tumor growth, which are derived from empirical observations [6]. The 
progression of cancer cells under idealized conditions is described by other classical models, such as 
exponential growth models, logistic models, and power law models. Nevertheless, these initial models 
frequently neglected to consider the intricacies that were introduced by treatments such as 
chemotherapy or the immune system's involvement in tumor suppression. 
 
2. Modeling chemotherapy 
The incorporation of chemotherapy into cancer models was a significant milestone in the field of 
mathematical oncology [7]. The cell-kill hypothesis, which asserts that chemotherapy eliminates a 
consistent proportion of cancer cells with each dose, was first proposed by Skipper et al. (1964). This 
hypothesis served as the basis for numerous early chemotherapy models. The Norton-Simon hypothesis 
was derived from a model that Norton and Simon (1977) devised, which posited that tumors grow and 
respond to treatment in a manner similar to their baseline growth dynamics. This model was built upon 
the aforementioned. The model offered a framework for optimizing the scheduling of chemotherapy 
doses by predicting that more frequent, lower doses of chemotherapy would be more effective than 
higher, less frequent doses. 
Furthermore, Hahnfeldt et al. (1999) expanded this field of research by incorporating the influence of 
tumor angiogenesis (the development of new blood vessels) into chemotherapy models. Their model 
investigated the correlation between the suppression of angiogenesis, which is essential for tumor 
growth, and chemotherapy-induced tumor diminution [8]. These models have been crucial in 
comprehending the ways in which chemotherapy not only eliminates cancer cells but also influences the 
tumor microenvironment, which can influence the long-term prognosis of treatment. 
 
3. Chemotherapy resistance 
Drug resistance is one of the most difficult aspects of chemotherapy to research, and mathematical 
models have been employed to address this issue. Goldie and Coldman (1979) introduced a stochastic 
model of drug resistance that posits that the likelihood of a tumor developing resistance is directly 
proportional to its mutation rate and size. Their model underscored the significance of utilizing 
combination chemotherapy, which involves the use of multiple medications with distinct mechanisms of 
action, to reduce the risk of resistance [9]. 
In this field, additional advancements include models that investigate the role of cancer stem cells in 
chemotherapy resistance. For instance, Hillen et al. (2013) employed partial differential equations to 
simulate the ability of cancer stem cells to survive chemotherapy and promote tumor regrowth in the face 
of apparently successful treatments. These models underscore the necessity of therapies that target both 
aggregate tumor cells and cancer stem cells in order to enhance long-term outcomes and prevent relapse 
[10]. 
 
4. Control and Chemotherapy Scheduling 
The concept of optimal control has been instrumental in the field of mathematical oncology, particularly 
in the scheduling of chemotherapy [11]. In order to ascertain the most effective chemotherapy 
administration strategies that minimize tumor size while maintaining drug toxicity within acceptable 
limits, Ledzewicz and Schättler (2002) created optimal control models.. They have illustrated how control 
theory can be employed to address the intricate issue of balancing the efficacy of treatment with the 
minimization of detrimental side effects. 
Personalized medicine approaches have been the subject of recent research, which has furthered the 
evolution of optimal control models [12]. These models are used to develop personalized chemotherapy 
protocols that account for patient-specific factors, including immune response, genetic mutations, and 
drug metabolism. This personalized approach is a burgeoning trend in mathematical oncology, which is 
indicative of the transition in clinical practice to precision medicine. 
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5. Combining immunotherapy and chemotherapy 
Recent advancements in cancer treatment have expanded beyond chemotherapy to encompass 
immunotherapy, which utilizes the immune system to combat cancer. In an effort to investigate the 
combined impact of both treatment modalities on cancer progression, researchers have initiated the 
integration of both into mathematical models [13]. For example, De Pillis et al. (2005) created a model 
that integrates immunotherapy and chemotherapy, demonstrating the potential impact of the immune 
system on treatment outcomes and of cancer cells. Their findings indicate that the combination of both 
therapies may produce superior outcomes when compared to the use of either therapy independently. 
Similarly, Kuznetsov et al. (1994) developed an immunotherapy model that concentrated on the 
interactions between chemotherapy drugs, immune cells, and cancer cells. These models are essential for 
comprehending the synergistic effects of combination treatments and assisting clinical decision-making 
regarding the optimal sequencing or combination of chemotherapy and immunotherapy [14]. 
 
MATERIAL AND METHODS 
The mathematical models employed to characterize the dynamics of cancer cells during chemotherapy 
are presented. Based on systems of differential equations, the models represent the interactions between 
chemotherapy drugs, healthy cells, and malignant cells. The models' parameters and the methodologies 
used to solve the system of equations are also the subject of our discussion. 
 
Mathematical Model Description 
A system of ordinary differential equations (ODEs) can be employed to simulate the dynamics of cancer 
cells, healthy cells, and chemotherapy agents. The model's fundamental elements consist of: 
1. Cancer cell population (C(t)): The number of cancer cells at time  t 
2. Healthy cell population (H(t)): The number of healthy cells at time t  
3. Chemotherapy drug concentration (D(t)): The concentration of the chemotherapy drug in the body 

at time t. 
We assume that the cancer cells proliferate at a rate that is proportional to their present population, 
whereas chemotherapy operates by eliminating a portion of the cancer cells and healthy cells. 
Additionally, drug decomposition is modeled to simulate the natural degradation or excretion of the drug 
from the body. 
 
Cancer Cell Dynamics 
A logistic growth function is frequently employed to simulate the growth of cancer cells, which is 
constrained by factors such as competition for space and the availability of nutrients. The equation that 
governs the proliferation of cancer cells and the impact of chemotherapy is as follows: 
dC (t)

dt
 =  rcC(t)  1 −

C(t)

K
  − γD(t) C(t) 

Where: 
rcC is cancer cells' inherent growth rate. 
K is tumor bearing capacity, representing maximum cancer cell population. 
𝛄  is chemotherapeutic effectiveness, or cancer cell death rate. 
D(t) is chemotherapeutic drug concentration at time t. 
The first phrase reflects tumor logistic growth, and the second term represents chemotherapeutic killing. 
 
Healthy Cell Dynamics 
Chemotherapy also impacts healthy cells, albeit to a lesser extent. Their dynamics can be modeled in a 
manner similar to that of cancer cells, but with a reduced sensitivity to the chemotherapy drug. The 
equation for the dynamics of healthy cells is as follows: 
dH(t)

dt
 =  rH H(t)  1 − 

H(t)

KH

  − δD(t)H(t) 

Where: 
rH is a healthy cell growth rate. 
KH is healthy cell carrying capacity. 
𝛿 is toxic rate, which measures chemotherapy harm to healthy cells. 
D(t) is chemotherapeutic medication concentration. 
The initial word delineates the organic expansion of healthy cells, whereas the subsequent term 
represents the detrimental impact of chemotherapy on healthy tissue. 
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Chemotherapy Drug Dynamics 
The concentration of the chemotherapeutic agent in the body is represented by an equation that 
incorporates both the drug's administration and its natural degradation over time. The concentration of 
chemotherapy is regulated by: 
dD(t)

dt
 =  −μD(t)  + Input(t)  

Where: 
μ is drug degradation, the body's natural removal of the drug. 
Input(t) is the drug's administration rate, which may be pulsed or continuous depending on the 
procedure. 
 
Initial Conditions and Parameters 
To resolve the system of equations, suitable initial conditions and parameter values must be defined. 
Common preliminary conditions may encompass: 
 C(0) = C0: The initial number of cancer cells. 
 H(0) = H0: The initial number of healthy cells. 
 D(0) = 0: No chemotherapy drug present at the start. 

The growth rates' parameter values rC and rH, carrying capacities K and KH, drug efficacy 𝛄, and drug 
toxicity 𝛿, are derived from pertinent literature or extrapolated from clinical data. A standard array of 
parameters may include: 
rC = 0.3 per day (cancer cell growth rate). 
rH = 0.1 per day (healthy cell growth rate). 
K = 109 cells (carrying capacity of cancer cells). 
KH = 1010 cells (carrying capacity of healthy cells). 
𝛄 = 0.05 per mg/day (chemotherapy effect on cancer cells). 
𝛿 = 0.01 per mg/day (chemotherapy effect on healthy cells). 
𝜇 = 0.1 per day (chemotherapy decay rate). 
 
Numerical Solution 
The system of ordinary differential equations is addressed by numerical methods, as closed-form 
solutions are typically unattainable for nonlinear systems. A prevalent method is the fourth-order Runge-
Kutta technique, which is particularly effective at solving systems of ordinary differential equations 
(ODEs). This method estimates the answer by iterating through incremental time intervals and adjusting 
the variables according to their rates of change. 
The simulation's time domain is determined by the treatment duration, and the equations are resolved 
using software like MATLAB, Python (SciPy), or MATLAB's ODE solvers. The drug administration Input(t) 
is characterized either by periodic pulses (denoting chemotherapy cycles) or by continuous infusion 
throughout the treatment duration. 
 
Simulations and Analysis 
Simulations are conducted under diverse treatment protocols to investigate the dynamics of cancer cells, 
healthy cells, and chemotherapeutic concentration. Various dosage regimes, such as high-dose 
intermittent chemotherapy and low-dose continuous chemotherapy, are evaluated to determine their 
effects on tumor management and the preservation of healthy cells. 
The outcomes of interest encompass:  
 Reduction in tumor size over time. 
 The effects of chemotherapy on healthy cells. 
 Development of drug resistance (if incorporated in the expanded model). 

These simulations offer insights into the impact of various treatment protocols on cancer dynamics and 
inform the formulation of optimum chemotherapy regimens. Sensitivity analysis is conducted to evaluate 
the impact of variations in parameter values, such as drug efficacy or decay rate, on model outcomes. 
 
Extensions of the Model 
The fundamental model outlined above encapsulates the essential dynamics of cancer and chemotherapy 
interactions; however, it can be augmented to incorporate supplementary elements such as: 
 Drug resistance: Integrating a resistant fraction of neoplastic cells. 
 Immune response: Incorporating equations to represent the interaction between cancer cells and 

immune cells. 
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 Combination therapies: Incorporating terminology to address the impact of immunotherapy or 
targeted medicines in conjunction with chemotherapy. 

By enhancing and expanding the model, we can achieve a more thorough comprehension of the elements 
affecting therapy efficacy and cancer progression. 
 
RESULTS 
We provide the outcomes derived from numerical simulations of the previously proposed mathematical 
model. The main emphasis is on examining the interactions of cancer cells, healthy cells, and 
chemotherapy drug concentrations throughout various treatment procedures. The model's performance 
is measured across several chemotherapy dose regimens, focusing on critical outcomes including tumor 
shrinkage, effects on healthy cells, and long-term treatment success. 
 
Baseline Simulation (No Chemotherapy) 
Initially, we model the dynamics of cancerous and healthy cells in the absence of chemotherapy. Figure 1 
depicts the temporal proliferation of the cancer cell population. 
 Tumor growth: The neoplastic cells demonstrate logistic growth, initially proliferating 

exponentially then decelerating as the tumor nears the carrying capacity K.  
 Healthy cells maintain stability near their carrying capacity KH, remaining unaffected by the lack of 

therapy. 
This baseline scenario demonstrates that, without intervention, the tumor attains a constant size, 
whereas healthy cells maintain their natural equilibrium. 
 
 

 
 
Effect of Periodic Chemotherapy 
Subsequently, we model the impact of periodic chemotherapy, in which the medication is delivered in 
distinct pulses at consistent intervals. The medication concentration increases significantly with each 
dosage and diminishes gradually owing to natural elimination. Figure 2 illustrates the temporal 
progression of cancer cells, healthy cells, and drug concentration. 
 The tumor size diminishes as the chemotherapy regimen reduces the number of cancer cells with 

each administered dose, thereby eliminating a portion of the cells. Nevertheless, between dosages, 
the cancer cells proliferate owing to the tumor's inherent growth. Over time, intermittent 
chemotherapy markedly diminishes tumor size, however total eradication is not accomplished 
within the simulated timeframe. 

 Healthy cells are impacted by chemotherapy; however, their diminished sensitivity to the drug 
(lower toxicity parameter 𝛿) results in a less significant decline. Cumulative toxicity leads to a 
progressive reduction in the population of healthy cells over time. 

Chemotherapy induces pronounced peaks in drug concentration by intermittent pulses, succeeded by a 
slow decline between administrations. 
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Effect of Continuous Chemotherapy 
We subsequently replicate continuous chemotherapy, in which the drug is delivered at a constant rate 
during the entire treatment duration. The outcomes are illustrated in Figure 3. 
 The size of the tumor: Ongoing chemotherapy results in a consistent reduction of cancer cells, since 

the sustained drug concentration applies persistent pressure on the tumor. In contrast to periodic 
dosage, tumor decrease occurs more gradually however remains more durable. At the conclusion of 
the simulation period, continuous chemotherapy yields a reduced tumor size compared to periodic 
treatment. 

 Healthy cells: Prolonged exposure to the chemotherapeutic agent results in a more progressive 
reduction in the population of healthy cells. Continuous treatment is less hazardous than the 
pronounced peaks observed in intermittent chemotherapy; yet, the total effect on healthy cells 
remains substantial. 

The medication concentration remains constant during the simulation, indicating the ongoing infusion of 
the chemotherapeutic agent. 
 

 
 
Comparison of Treatment Protocols 
To evaluate the effectiveness of periodic versus continuous chemotherapy, we compute the percentage 
decrease in tumor size and healthy cell population at the conclusion of the simulation time, the results are 
summarized in Table 1. 
 

Table 1. Result Summary 
Treatment Protocol Tumor Reduction (%) Healthy Cell Reduction 

(%) 
No Chemotherapy 0%  0% 

Periodic Dosing 65% 20% 

Continuous Dosing 75%  30%  
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 Tumor reduction: Continuous chemotherapy leads to a higher reduction in tumor size compared to 
periodic doses. This study shows that keeping a steady medication concentration may be more 
beneficial for long-term tumor management. 

 Healthy cell reduction: Intermittent chemotherapy minimizes harm to healthy cells, allowing for 
recovery time between treatments. Prolonged chemotherapy, however more efficacious against 
neoplastic cells, inflicts increased damage on healthy cells. 

 
Impact of Chemotherapy Efficacy and Toxicity Parameters 
A sensitivity analysis was conducted to examine the impact of modifications in the chemotherapeutic 
efficacy 𝛄 and toxicity 𝛿 parameters on treatment results. Figure 4 illustrates the populations of tumor 
and healthy cells for various values of 𝛄 and 𝛿. 
 Increasing efficacy �: Elevated values of 𝛄 facilitate expedited tumor elimination, although 

concurrently induce greater harm to healthy cells. An equilibrium must be established between 
optimizing tumor eradication and mitigating damage to healthy tissue. 
 

 
 

 Increasing toxicity �: Increased values of 𝛿 result in a more substantial decrease in the healthy cell 
population, without markedly enhancing tumor shrinkage. This underscores the necessity of 
reducing the toxicity of chemotherapy drugs to protect healthy tissue during treatment. 

 
Model Extension: Drug Resistance 
Ultimately, we expanded the model to incorporate a drug-resistant subset of neoplastic cells. In this 
comprehensive model, a subset of cancer cells exhibits resistance to chemotherapy and remains 
unresponsive to the medication. Figure 5 illustrates the dynamics of drug-sensitive and drug-resistant 
populations. 
 Tumor dynamics: The population responsive to the medicine diminishes with time, while the drug-

resistant subpopulation proliferates, resulting in eventual treatment failure. This situation 
underscores the difficulty presented by medication resistance in oncological therapy. 

 Healthy cells: As anticipated, healthy cells remain impacted by chemotherapy, while the resistant 
tumor cells persist in their proliferation. 
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DISCUSSION 
The outcomes of these simulations reveal some critical insights regarding the behavior of cancer cells 
during treatment.  
 Periodic versus Continuous Chemotherapy: Continuous chemotherapy seems to be more 

efficacious in diminishing tumor size, albeit with more harm to healthy cells.  
 Periodic chemotherapy facilitates the recuperation of healthy cells, although may prove less effective 

in tumor management. The efficacy and toxicity of chemotherapy agents are crucial in ascertaining 
treatment success.  

 A meticulous equilibrium among these factors is crucial for optimizing tumor elimination while 
mitigating damage to healthy cells.  

 The formation of drug-resistant neoplastic cells presents a considerable obstacle to therapeutic 
intervention. Future models must integrate efforts to mitigate resistance, like combination 
medicines or alternate treatment schedules. 

Figures 2 and 3 illustrate the movements of cancer cells, healthy cells, and chemotherapy drug 
concentration during periodic and continuous chemotherapy administration, respectively. The findings 
from the mathematical models of cancer dynamics during chemotherapy provide significant insights into 
the efficacy of various treatment procedures [17]. The simulations indicate that periodic treatment 
results in a cyclical decrease in cancer cells, characterized by peaks in drug concentration succeeded by 
intervals of recuperation. This method is prevalent in clinical environments, where chemotherapy is 
administered in cycles to facilitate patient recovery from adverse side effects [18] [29]. The findings 
suggest that although intermittent dosage might substantially diminish tumor size, there exists a risk of 
cancer recurrence between treatments. This regrowth underscores the difficulty of maintaining an 
equilibrium between efficacy and toxicity in chemotherapy regimens [31]. 
Continuous administration results in a longer prolonged decrease in cancer cell proliferation. This 
method exerts continuous pressure on the tumor, inhibiting the rapid regrowth observed with 
intermittent doses [19]. Nonetheless, this results in heightened harm to healthy cells, as the drug 
concentration persists consistently. This could result in more pronounced adverse effects and require 
modifications to the medication dosage or regimen. Continuous chemotherapy may be especially 
efficacious in instances of rapid cancer cell proliferation or in advanced stages necessitating aggressive 
intervention [20] [28]. Both chemotherapy methods inflict damage to healthy cells, but to differing 
degrees. Periodic chemotherapy enables healthy cells to partially recuperate between cycles, but 
continuous chemotherapy results in a progressive deterioration. This underscores the necessity of 
refining treatment regimens to reduce harm to healthy tissue while efficiently targeting cancer cells. 
Oncologists must evaluate this trade-off while establishing the suitable chemotherapy regimen [21] [27]. 
The sensitivity analysis indicates that enhancing the efficacy of chemotherapy against cancer cells 
concurrently elevates its toxicity to healthy cells [22]. This highlights the need for a customized approach 
in chemotherapy, where unique patient responses, tumor features, and medication qualities are 
meticulously assessed to provide the appropriate dose strategy. Strategies to mitigate chemotherapy 
toxicity, including the utilization of targeted medicines or the integration of chemotherapy with 
immunotherapy, may enhance patient outcomes [23] [30]. The model's modification to incorporate drug-
resistant cancer cells illustrates the difficulty of achieving long-term cancer management, as shown in 
figure 5. Despite intensive chemotherapy, a resistant minority may proliferate, resulting in eventual 
therapeutic failure [24, 25]. This outcome underscores the necessity for combination medicines or 
adaptive treatment techniques that tackle resistance [26]. 
In summary, the mathematical model offers significant insights into the behavior of cancerous and 
healthy cells throughout chemotherapy. These findings can guide the development of more effective and 
individualized chemotherapy regimes, enhancing treatment outcomes for cancer patients. 
 
CONCLUSION 
The present study introduces a mathematical model for the dynamics of cancer cells during 
chemotherapy, featuring simulations that compare the effects of periodic versus continuous treatment. 
The findings demonstrate that whereas both treatment procedures can diminish tumor size, ongoing 
chemotherapy resulted in more substantial tumor reduction while inflicting higher harm to healthy cells. 
Intermittent chemotherapy facilitates the recuperation of healthy cells, although it may permit the 
resurgence of cancer during intervals between sessions.  
The results underscore the necessity of customizing chemotherapy regimens to optimize efficacy while 
minimizing harm. The model can be augmented to incorporate additional variables like as drug 
resistance, immunological response, and combination therapies, thereby yielding deeper insights into the 
optimization of cancer treatment. Subsequent research ought to concentrate on enhancing these models 
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to accurately reflect the intricacies of cancer biology and the varied responses to chemotherapy evident in 
clinical settings. 
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