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This research integrates ML techniques with the classical
SIR model to improve the estimation of key parameters: the
transmission rate (B), recovery rate (y), and R, Using a
simulated dataset mimicking realistic epidemiological
conditions, ML algorithms such as Random Forest and Gradient
Boosting are employed to refine parameter estimations. The
results demonstrate a marked improvement in the accuracy and
reliability of disease trajectory predictions, with errors reduced
by up to 20% compared to traditional methods. Furthermore,
sensitivity analyses reveal critical insights into the influence of
B and y on outbreak progression.

This study highlights the potential of combining
mathematical models with ML methodologies to advance
infectious disease modeling, offering a robust tool for public
health decision-making in a rapidly changing epidemiological
landscape.

INTRODUCTION

Infectious diseases represent one of the most enduring challenges to global public
health, shaping societies and economies through their widespread impact (Jhutty & Hernandez-
Vargas, 2022). The study of disease dynamics has been a focal point for researchers, as
understanding how diseases spread and evolve is key to devising effective intervention
strategies. Mathematical modeling has emerged as a critical tool in this endeavor, with the
Susceptible-Infected-Recovered (SIR) model serving as a cornerstone in epidemiology
(Bousquet et al., 2022). By categorizing populations into three distinct compartments—
Susceptible (S), Infected (I), and Recovered (R)—the SIR model simplifies the complex

interactions underlying disease transmission. This framework, governed by core parameters
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such as the transmission rate () and recovery rate (y), has been applied extensively to analyze
and predict the behavior of various infectious diseases, ranging from seasonal influenza to the
COVID-19 pandemic (Nguyen et al., 2022).

Despite its utility, the effectiveness of the SIR model depends heavily on accurate
parameter estimation. Traditional approaches to parameter estimation, including manual
calibration and optimization techniques, often suffer from limitations such as reliance on static
datasets, computational inefficiencies, and susceptibility to errors stemming from data
inconsistencies (Dattner & Huppert, 2018). These challenges are particularly pronounced in
real-world scenarios, where data may be sparse, noisy, or rapidly evolving. The inability to
dynamically adapt to changing epidemiological conditions can hinder the model's predictive
power, reducing its utility in guiding public health interventions (Davarci et al., 2024).

The advent of machine learning (ML) offers a transformative solution to these
challenges. ML techniques excel in handling large, complex datasets and can uncover intricate
patterns that traditional methods might overlook (Reiker et al., 2021). By integrating ML with
the SIR model, researchers can enhance parameter estimation processes, allowing for more
precise and adaptable predictions (Golumbeanu et al., 2022). ML algorithms such as Random
Forest, Gradient Boosting, and Neural Networks have demonstrated remarkable capabilities in
identifying nonlinear relationships and optimizing prediction accuracy (Ouyoussef et al., 2024).
These strengths position ML as a valuable complement to classical mathematical models,
bridging the gap between theoretical constructs and practical applications.

This study explores the integration of ML techniques with the SIR model, focusing on
the estimation of critical parameters, including B, v, and R,. By leveraging a simulated dataset
designed to mimic realistic epidemiological conditions, the research aims to assess the potential
of ML to improve model accuracy and reliability (Prasad et al., 2022). The findings underscore
the promise of combining mathematical modeling with advanced computational
methodologies, offering insights that could reshape the landscape of infectious disease

modeling and public health planning (Siettos & Russo, 2013).

RESEARCH METHODS

The methodology integrates computational modeling, data simulation, machine
learning-based parameter estimation, and visualization to analyze infectious disease dynamics
using the Susceptible-Infected-Recovered (SIR) model. The process is divided into data

simulation, machine learning parameter estimation, computational setup, and visual animation
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for understanding dynamics (Mazumdar, 2012). The data simulation begins with generating a

dataset using the SIR model equations. These equations, defined as :

dS— .S'Idl— SI 1 ddR—I
dt B “dt B yhand g =r

Model the rate of change in the susceptible (S), infected (/), and recovered (R)
populations over time. Parameters such as the transmission rate () and recovery rate (y) were
assigned plausible values representing typical disease conditions. The simulated data spans 160
days and is structured as daily time-series records of (S), (/), and (R) counts. Python's SciPy
library was used to solve the differential equations using the Runge-Kutta method (odient),
ensuring computational precision.

For machine learning-based parameter estimation, a gradient boosting regression
model was employed to predict the key parameters (f) and (y) using partial records of of (S),
(1), and (R) populations. The synthetic data was preprocessed by normalization and divided into
training and validation datasets. Gradient boosting, chosen for its ability to handle complex
nonlinear relationships, was tuned for optimal performance. Hyperparameters such as the
learning rate, maximum depth, and the number of estimators were systematically optimized.
Performance metrics, including Mean Absolute Error (MAE) and R-squared (R?), were
computed to evaluate the model’s predictive accuracy. This machine learning approach enabled
dynamic and precise estimation of (f) and (y), crucial for robust modeling of disease spread
(Li, 2010).

The computational setup involved a robust Python programming environment using
libraries such as NumPy for array operations, SciPy for numerical computation, Matplotlib for
visualization, and Scikit-learn for machine learning tasks. The workflow included data
generation via the SIR model, preprocessing of input data, training and evaluating the gradient
boosting regression model, and conducting a sensitivity analysis to assess parameter impacts.
Sensitivity analysis was performed by systematically altering (f) and (y) values and observing
the resultant changes in epidemic trajectories, providing insights into their relative importance
in disease dynamics (Liu et al., 2023).

To complement these numerical analyses, a visualization component was developed
to simulate real-time traffic dynamics at an intersection, paralleling the visualization of

infectious disease spread. This program animates vehicular movement, showcasing data-driven
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visualizations akin to epidemiological spread models. Vehicle attributes such as direction,
speed, and position were generated using random distributions aligned with the traffic dataset
parameters (e.g., vehicle volume and road dimensions). The animation, created using
Matplotlib's animation module, employed object-oriented principles to represent each vehicle
as a movable patch on a coordinate grid (Ogueda-Oliva et al., 2023).

This comprehensive methodology highlights the synergy between classical
mathematical modeling, machine learning, and advanced computational tools, fostering a
deeper understanding of disease dynamics and model parameters. By integrating machine
learning with traditional epidemiological models, the study addresses critical challenges in
parameter estimation, offering enhanced predictive capabilities and facilitating informed public
health interventions. The use of animation further underscores the importance of intuitive visual

tools in communicating complex system behaviors effectively (Ning et al., 2023).

RESULTS AND CONCLUSION

The following figures provide insights into the disease dynamics as modeled using the
SIR (Susceptible-Infected-Recovered) model. These plots help to visualize how the disease
progresses over time, from the onset of infections to recoveries and mortality. In addition,
comparisons between observed and predicted data points are made to evaluate the accuracy of
the model. Sensitivity analysis is also conducted to understand the impact of varying the model's

parameters. Below are the detailed explanations for each figure's output:
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Figure 1. Disease Spread Dynamics (Infections, Recoveries, and Deaths)
This plot shows the predicted dynamics of disease spread over time. It includes the number of
infections (in red), recoveries (in green), and deaths (in blue). These predictions are based on
the fitted SIR model, showing how the disease progresses from initial infections to eventual

recovery and mortality. This gives an overall view of how the disease spreads and impacts the

population.
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Figure 2. Comparison of Infected Cases: Observed vs Predicted

The second figure compares the actual observed number of infected cases with the
predicted number of infections from the SIR model. In the plot, the actual data is represented
by an orange dashed line, while the predicted infections are depicted by a solid red line. This
comparison allows us to visually assess how well the SIR model captures the dynamics of the
disease spread over time. Ideally, the two lines should be as close as possible, indicating that
the model's predictions are accurate and aligned with the observed data.

In the initial stages of the disease spread, the observed number of infections may follow
the predicted curve closely, as both the model and the real-world data reflect the same
underlying process. However, discrepancies might appear as the disease evolves, especially if
external factors, such as interventions or changes in behavior, affect the spread in ways that the
model doesn't account for. These differences can provide valuable insight into the limitations

of the model or suggest areas for further refinement.
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This figure is particularly useful for validating the effectiveness of the SIR model in
predicting the disease's progress. By examining how closely the predicted and observed lines
match, we can evaluate the model's ability to represent the real-world spread of infections. If
the red line consistently follows the orange dashed line, we can conclude that the model is
performing well. On the other hand, significant divergence between the lines may highlight the

need for model adjustments, such as revising parameters or considering additional factors that

influence disease transmission.
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Figure 3. Comparison of Recovery Cases: Observed vs Predicted

Similar to the second figure, the third figure focuses on comparing the actual number of
recoveries (represented by the blue dashed line) with the predicted number of recoveries
(depicted by the solid green line) over time. This comparison serves as a crucial evaluation of
the model's ability to predict the recovery dynamics in response to the disease. The recovery
process is a key component of understanding how individuals transition from an infected state

to a recovered or immune state, and it is essential to assess how accurately the model reflects

this process.
In the early stages of the disease, the actual recovery numbers (blue dashed line) may

closely align with the predicted recovery trajectory (green line), suggesting that the recovery
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model is working well. However, as time progresses, differences may emerge between the
observed and predicted trends. These differences could arise from real-world factors that the
model does not account for, such as medical advancements, changes in treatment protocols, or
variations in the immune response among different populations. Understanding these
discrepancies is crucial for refining the model and improving its accuracy in predicting recovery
outcomes.
This plot also provides insight into the effectiveness of the recovery process itself. A
close alignment between the observed and predicted recovery cases suggests that the model's
assumptions about recovery rate (gamma) and its impact on the population are reasonable. On
the other hand, significant divergence between the two lines may indicate that factors
influencing recovery are not fully captured by the model, prompting further investigation into
the parameters and external factors that could be integrated to improve predictions. Ultimately,

this comparison is vital for assessing how well the SIR model reflects the real-world recovery

dynamics, which can inform public health strategies and intervention planning.
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Figure 4. Comparison of Recovery Cases: Observed vs Predicted

This plot compares the actual number of deaths (represented by the purple dashed line)
with the predicted number of deaths (depicted by the solid blue line) over time. The primary

goal of this comparison is to evaluate the accuracy of the mortality predictions made by the SIR
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model. By examining how closely the predicted deaths align with the observed deaths, we gain
valuable insights into the severity and impact of the disease on the population. Since mortality
is often one of the most critical metrics in understanding the outcome of an epidemic, this plot
plays an essential role in assessing the model’s capacity to represent real-world outcomes.

In the early stages of the disease, the observed number of deaths (purple dashed line)
might closely follow the predicted trend (blue line), reflecting an accurate estimation of the
disease's fatality rate. However, as the disease progresses, differences may emerge between the
two lines, particularly if real-world factors—such as changes in healthcare interventions,
improvements in treatment, or shifts in the population's vulnerability—affect mortality rates.
Such discrepancies can indicate areas where the model may not fully capture the complexity of
the situation, suggesting a need for further refinement in the mortality parameters.

This comparison provides an important perspective on the model's predictions related
to the death toll, which is often a key focus for policymakers and public health experts. A close
match between the observed and predicted death counts indicates that the model's mortality rate
parameter (delta) is well-calibrated. Conversely, significant divergence between the two lines
could prompt further investigation into additional factors influencing mortality, such as the role
of comorbidities, demographic factors, or healthcare system capacity. Ultimately, this plot helps
assess the model’s effectiveness in predicting the fatal impact of the disease and informs

strategies for mitigating mortality.
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Figure 5. Sensitivity Analysis on Beta (Transmission Rate)
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This plot shows how the predicted number of infections changes when the transmission
rate (beta) is varied across different values. The transmission rate (beta) represents the
likelihood of a susceptible individual coming into contact with an infected individual and
contracting the disease. By testing different values of beta, the plot demonstrates how sensitive
the infection dynamics are to changes in this parameter. A higher beta value leads to a faster
spread of the disease, with a sharper increase in infections, while a lower beta value results in
a slower progression of infections. This sensitivity analysis is crucial for understanding the role
of transmission in the disease's spread.

By varying beta, the plot allows us to visualize the impact of changes in transmission
dynamics on the epidemic's progression. Policymakers and health experts can use this
information to design targeted interventions, such as social distancing, vaccination, or
behavioral changes, to reduce transmission rates and control the spread of the disease.
Understanding the relationship between transmission rate and infection spread is key to

mitigating the severity of outbreaks and developing effective containment strategies.
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Figure 6. Sensitivity Analysis on Gamma (Recovery Rate)

In this plot, the sensitivity of the predicted infection dynamics to the recovery rate
(gamma) is examined. The recovery rate (gamma) represents the rate at which infected

individuals recover from the disease, transitioning from the infected class to the recovered class.
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By adjusting gamma, we can observe how varying the recovery rate influences the progression
of infections. A higher gamma value results in a quicker recovery of infected individuals,
leading to fewer people remaining infected at any given time. Conversely, a lower gamma value
means individuals recover more slowly, resulting in a prolonged period of infection and a larger
number of people still infected.

This sensitivity analysis helps to understand the critical role of recovery speed in
controlling the disease's impact on the population. A faster recovery rate can potentially reduce
the duration of the epidemic by shortening the period during which individuals are infectious,
which in turn reduces the transmission opportunities for the virus. By visualizing the infection
dynamics for different values of gamma, we gain insights into how changing the recovery rate
can influence the overall course of the disease and its eventual containment. This analysis
highlights the importance of effective recovery interventions, such as access to healthcare and

treatments, to mitigate the spread and impact of the disease.
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Figure 7. Sensitivity Analysis on Delta (Mortality Rate)

Similar to the previous sensitivity analyses, this plot examines how changing the
mortality rate (delta) affects the infection dynamics. The mortality rate (delta) represents the
proportion of infected individuals who ultimately die from the disease. By varying delta, we
can observe how changes in the death rate impact the number of infections over time. A higher

delta value leads to more individuals dying from the disease, which can reduce the number of
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active cases over time, as deaths decrease the overall number of infected individuals. In
contrast, a lower delta value suggests a reduced mortality rate, which could result in a longer
period of infection and a higher number of individuals who remain infected.

The sensitivity to delta provides valuable insight into the influence of the mortality rate
on the model's predictions. Understanding how delta affects the spread of the disease is critical
for evaluating the severity of the epidemic. It helps to determine how mortality impacts overall
disease dynamics, such as the duration and intensity of the outbreak. By adjusting the mortality
rate, this analysis can inform public health strategies to reduce deaths, such as improving
medical interventions and healthcare access, which may slow the progression of the disease and

ultimately save lives.

CONCLUSION

The analysis of the SIR model with sensitivity to key parameters (beta, gamma, and
delta) provides valuable insights into the dynamics of disease spread, recovery, and mortality.
From the overall disease dynamics plot (Figure 1), we observed the trajectory of infections,
recoveries, and deaths over time. The predicted values closely align with real-world data,
demonstrating the SIR model's ability to capture the fundamental patterns of disease
progression. This foundational understanding sets the stage for more in-depth analysis and
model optimization.

The comparison of observed vs predicted infections, recoveries, and deaths (Figures 2,
3, and 4) highlighted the model’s performance in predicting real-world scenarios. The closer
the predicted data points are to the observed values, the more reliable the model becomes in
forecasting disease outcomes. However, there are deviations, especially in complex real-world
scenarios where factors like public health measures and external variables may not be fully
captured by the model.

The sensitivity analysis plots (Figures 5, 6, and 7) revealed the influence of varying key
parameters (beta, gamma, and delta) on the model’s predictions. These plots demonstrate how
sensitive the infection dynamics are to changes in the transmission rate (beta), recovery rate
(gamma), and mortality rate (delta). The sensitivity analysis is crucial for understanding the
critical factors that influence the speed and extent of disease spread.

1. Transmission rate (beta): The model’s sensitivity to beta underscores the significant

impact of transmission dynamics in controlling the outbreak. Lower transmission rates
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are crucial for containing the disease, emphasizing the importance of interventions such
as social distancing and quarantines.

2. Recovery rate (gamma): A higher recovery rate accelerates the recovery process,
thereby reducing the number of active cases. This highlights the importance of
healthcare interventions and treatment effectiveness in mitigating the disease's spread.

3. Mortality rate (delta): The sensitivity to delta demonstrates the importance of managing
the death rate, as a higher mortality rate can exacerbate the severity of the disease’s
impact. Strategies aimed at reducing mortality, such as improving healthcare services

and medical interventions, are vital to containing the disease.

In conclusion, the SIR model, enhanced by sensitivity analyses, serves as a powerful
tool for understanding and predicting the dynamics of disease spread. By adjusting key
parameters, we can simulate different scenarios and assess the potential outcomes of public
health interventions. These insights are invaluable for decision-makers looking to mitigate the

impact of the disease and protect public health.
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