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Background: Multidrug-resistant organism (MDRO) infections pose a significant global health threat, particularly in intensive care 
units (ICUs), where delayed identification exacerbates clinical outcomes. Although machine learning (ML) holds promise for infection 
prediction, the opaque nature of complex algorithms impedes clinical adoption. This study evaluated an interpretable machine learning 
model incorporating SHapley Additive exPlanations (SHAP) to predict MDRO infections in ICU patients.
Methods: A retrospective cohort study was conducted on 888 ICU patients (2020–2022) from a tertiary hospital in China. Following 
TRIPOD guidelines, key predictors were identified using Lasso regression from a comprehensive set of clinical variables, including 
demographics, treatments, and laboratory data. Six machine learning algorithms—Neural Networks, Random Forests, Support Vector 
Machines, Logistic Regression, Decision Trees, and Gaussian Naive Bayes—were evaluated based on AUC, accuracy, and calibration 
curves. SHAP analysis provided both global and local interpretability.
Results: Among 825 eligible cases (375 MDRO infections), the Random Forest model exhibited the highest performance (AUC = 
0.83, accuracy = 76.7%). SHAP analysis identified urinary catheterization, ventilator use, and prolonged antibiotic exposure as key 
modifiable risk factors. Case-level interpretation via dynamic force plots illustrated individualized risk stratification. Decision curve 
analysis indicated clinical utility within probability thresholds of 0.44–0.60.
Conclusion: This study establishes an interpretable prediction framework integrating RF algorithms with SHAP explainability, 
balancing predictive accuracy with clinical transparency. The model’s dynamic visualization capabilities support individualized risk 
assessment and evidence-based antimicrobial stewardship. Integration into hospital information systems with real-time dashboards 
could enhance early intervention strategies.
Keywords: MDRO, machine learning, prediction, intensive care unit

Introduction
Multidrug-resistant organisms (MDRO) are microorganisms, primarily bacteria, that have acquired resistance to three or 
more antimicrobial classes through diverse genetic mechanisms, significantly restricting therapeutic options.1 This 
classification encompasses both Gram-positive and Gram-negative bacteria. The escalating threat posed by MDRO to 
public health results in millions of fatalities annually.2 In recognition of this crisis, the World Health Organization 
identified antimicrobial resistance as one of the top 10 global health threats in 2019.3

MDRO infections in intensive care unit (ICU) patients are particularly concerning due to their profound impact on 
treatment efficacy.4 These infections are associated with increased inpatient mortality, higher readmission rates, 
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prolonged hospital stays, and escalated medical costs.5–7 A retrospective study on carbapenem-resistant Gram-negative 
bacilli (CRGNB) infections in Malaysia reported pneumonia (40.7%) and bacteremia (25.5%) as the most prevalent 
manifestations, with an overall hospital mortality rate reaching 41.4%.8

Furthermore, ICU patients with MDRO infections exhibit significantly higher mortality rates than those with non- 
MDRO infections.9 The burden of MDRO is not confined to healthcare settings. A study in Shenzhen, China, reported an 
MDRO carriage rate of 26.7% among individuals with no recent hospitalization or antibiotic use within the preceding six 
months.10

Recent epidemiological studies in respiratory ICUs emphasize the necessity of early detection and rigorous monitor
ing of MDRO strains to mitigate antimicrobial resistance. Given the substantial morbidity associated with ICU-acquired 
infections, accessible risk prediction tools are urgently needed.11 Effective containment strategies are essential to curtail 
the spread of MDRO within medical institutions and communities. Healthcare workers primarily rely on isolation 
protocols and stringent hand hygiene to prevent cross-transmission from MDRO-infected patients. However, delays in 
infection surveillance remain a critical challenge. Consequently, establishing high-performance predictive models is 
imperative for the early identification of patients at elevated risk of MDRO infections.

The pathogenesis of MDRO infections involves intricate interactions among multiple risk factors, with recent studies 
highlighting diverse risk profiles across clinical settings. Chen et al identified a broad spectrum of predisposing factors, 
including prior antimicrobial therapy, inappropriate antimicrobial use, chronic pulmonary and liver diseases, neurological 
conditions, prior MDRO infections, recent or prolonged hospitalization, tracheotomy, mechanical ventilation, nasogastric 
feeding, nursing home admission, and higher severity of illness scores.12 While certain risk factors are consistently 
observed across healthcare environments, variations also exist. For example, Tseng et al emphasized age, cerebrovascular 
accidents, and antimicrobial exposure as key determinants of multidrug-resistant Gram-negative bacterial infections.13

These factors collectively heighten susceptibility to MDRO infection. Patients with cerebrovascular accidents often 
experience prolonged immobility, predisposing them to pressure ulcers and chronic wounds that compromise skin 
integrity and foster biofilm formation, thereby facilitating MDRO persistence.14 Emerging evidence suggests that 
extracellular polymeric substance (EPS) production within biofilms enhances microbial adhesion and serves as 
a reservoir for resistance gene transfer, complicating infection management.14 Additionally, the Katz Index of 
Independence in Activities of Daily Living (ADL) quantifies patient mobility and self-care capacity, with lower ADL 
scores correlating with increased infection risk due to immobility and malnutrition, further predisposing individuals to 
MDRO colonization.15 A meta-analysis of 108 studies identified age, recent invasive procedures, antibiotic exposure, and 
prior hospitalization as high-frequency predictors.16

Traditional MDRO infection prediction models have predominantly relied on conventional statistical approaches, 
which impose limitations on feature selection and lack automation.17,18 For instance, Song et al employed logistic 
regression in a retrospective cohort study of 444 ICU patients at a tertiary hospital to identify risk factors for 
carbapenem-resistant Enterobacteriaceae (CRE) infections, developing a clinical risk prediction model to guide infection 
prevention strategies.19 With advancements in artificial intelligence, machine learning algorithms are increasingly being 
integrated into medical applications.20 However, a systematic review of 15 studies revealed that while most utilized 
traditional statistical models such as logistic regression, only three incorporated machine learning techniques.21

Machine learning algorithms excel in processing large datasets and have demonstrated strong predictive performance 
in various diseases, including sepsis and stroke.22 Several studies have explored machine learning-based approaches for 
MDRO infection prediction.23 For example, Goodman et al developed a clinical decision tree to predict ESBL-positive 
Escherichia coli or Klebsiella bacteremia, identifying indwelling vascular devices, age ≥ 43 years, recent hospitalization 
in high-incidence areas, and antimicrobial exposure ≥ six days within six months as key risk factors.24 The model 
achieved high positive and negative predictive values (90.8% and 91.9%, respectively). Similarly, Hartwigsen et al 
constructed an MRSA infection prediction model using electronic medical records, incorporating demographic data, 
treatment history, clinical nursing notes, vital signs, medications, and laboratory results.25 Among logistic regression, 
support vector machines, and random forests, the latter demonstrated the strongest clinical applicability. Li et al 
integrated data from the People’s Liberation Army General Hospital (PLAGH-ICU) and the MIMIC-IV database to 
develop a predictive model using Random Forests, XGBoost, and logistic regression, which was subsequently embedded 
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into the hospital’s Electronic Health Record (EHR) system to provide real-time alerts for precision antimicrobial 
therapy.26

Despite their high predictive accuracy, machine learning models face significant adoption barriers in clinical settings 
due to the inherent “black box” nature of complex algorithms, which obscures the decision-making process and fosters 
skepticism among healthcare providers.27 This lack of interpretability limits their practical utility, as clinicians require 
transparent and explainable outputs to inform patient management.

The introduction of SHapley Additive exPlanations (SHAP) has significantly enhanced machine learning 
interpretability.28 By quantifying each clinical feature’s contribution to risk prediction, SHAP allows clinicians to 
visualize how specific factors—such as mechanical ventilation duration or indwelling urinary catheter use—impact 
MDRO infection risk. For instance, SHAP analysis has demonstrated that prolonged invasive procedures substantially 
elevate infection risk, offering actionable insights for early intervention. This approach has been successfully applied in 
sepsis and right ventricular dysfunction prediction in nonischemic cardiomyopathy.29,30

This study aimed to develop an machine learning-based early prediction model for MDRO infections in ICU patients, 
addressing the critical need for timely, data-driven interventions in intensive care. By retrospectively analyzing three 
years of ICU patient data and evaluating six machine learning algorithms, the study integrated routine clinical indicators 
with advanced predictive analytics and SHAP interpretability. This dual emphasis on predictive accuracy and explain
ability is expected to enhance risk stratification, elucidate underlying mechanisms, and facilitate targeted prevention 
strategies, ultimately mitigating the burden of MDRO infections in high-risk populations.

Methods
Study Design
This retrospective modeling study employed a three-step framework encompassing model development, validation, and 
interpretability analysis. Individuals aged 18 years or older with a documented infection between 2020 and 2022 were 
included. Six predictive models were constructed using different machine learning algorithms, with the highest- 
performing model selected for further interpretation via SHAP analysis. Model developed adhered to the Transparent 
Reporting of a Multivariable Prediction Model for Individual Prognosis or Diagnosis (TRIPOD) guidelines (Figure 1).31 

Ethical approval was obtained from the Ethics Committee of the First Hospital of Shanxi Medical University (No. 2022- 
K159), and the study complied with the Declaration of Helsinki. All identifiable patient information was anonymized, 
retaining only essential analytical data.

Study Setting
The dataset was derived from a tertiary hospital in Shanxi Province, China, a 2000-bed facility offering comprehensive 
medical, teaching, rehabilitation, and research services. Participants were recruited from both urban and rural areas across 
multiple provinces.

Participants
The study cohort included ICU patients admitted between January 2020 and December 2022, with inclusion criteria 
requiring a hospital stay of at least 48 hours and an age of 18 years or older. Exclusion criteria encompassed: (a) cases 
with missing non-critical data exceeding 30% of the total dataset, (b) patients who did not undergo microbial testing 
during hospitalization, and (c) cases with missing critical data.

MDRO Definition and Outcome Measurement
MDROs were defined to include carbapenem-resistant Enterobacteriaceae, carbapenem-resistant Acinetobacter bauman
nii, carbapenem-resistant Pseudomonas aeruginosa, multidrug-resistant Acinetobacter baumannii, pan-resistant 
Acinetobacter baumannii, methicillin-resistant Staphylococcus aureus, vancomycin-resistant Enterococcus faecalis, and 
multidrug-resistant Pseudomonas aeruginosa. The primary outcome was the incidence of MDRO infections.
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Diagnostic Criteria
Diagnosis was based on a combination of clinical manifestations and laboratory findings, including bacterial culture and 
antimicrobial susceptibility testing performed by the bacteriology laboratory, with confirmation by both clinicians and 
infection control specialists.

Variable Selection
To ensure model robustness and mitigate the risks of overfitting or underperformance, variable selection was guided by 
a comprehensive literature review and in-depth discussions within the research team.17,32,33 The selected variables were 
categorized into five domains: (1) demographic characteristics (eg, age, gender, marital status), (2) clinical interventions 
(eg, invasive procedures, mechanical ventilation, urinary catheterization), (3) clinical nursing assessments recorded 
within 24 hours of ICU admission (eg, nutritional status, pressure injury risk, mobility scores), (4) antibiotic adminis
tration parameters (eg, duration, type, frequency), and (5) comorbidities and primary diagnoses documented at any time 
during hospitalization (Table S1).

Model Construction and Validation
Six machine learning binary classifiers were developed to predict MDRO infections: Neural Network (NN), Random 
Forest (RF), Gaussian Naive Bayes (GNB), Logistic Regression (LR), Support Vector Machine with a radial basis 
function (SVM), and Decision Tree (DT). These models were trained, tested, and validated using the collected dataset, 
with performance assessed based on accuracy, AUC, sensitivity, and specificity.

Sample Size Determination
The sample size was determined using the events per variable (EPV) approach, ensuring statistical robustness.34 

According to EPV guidelines, the minimum required number of events (the lesser of positive or negative cases) must 
be at least ten times the number of independent variables.
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Figure 1 Study flowchart. 
Abbreviations: ICU, Intensive care unit; NN, Neural Network; RF, Random Forest; SVM, Support Vector Machine; LR, Logistic Regression; DT, Decision Tree; GNB, 
Gaussian Naive Bayes; AUC, Area under the curve; SHAP, SHapley Additive exPlanations.
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LASSO regression was applied to refine the initial 45 predictors, yielding 31 key variables. The minimum required 
events were calculated as EPV threshold × number of variables = 10×31 = 310. To account for potential data attrition, the 
sample size was increased by 15%, resulting in a minimum requirement of 357 MDRO infection cases.

Data Extraction
Data were sourced from two primary systems: (1) the Hospital Medical Record System, which provided demographic data, 
underlying disease diagnoses, admission assessments, clinical nursing scores, and records of invasive procedures, and (2) the 
Xinglin Hospital Infection Real-Time Monitoring System, which contained antibiotic usage, and infection-related records.

Statistical Analysis
Statistical analyses were conducted using SPSS 26.0 and Python 3.7. The Shapiro–Wilk test (α = 0.05) was used to assess 
the normality of continuous variables. Normally distributed data were presented as mean ± standard deviation (x ± s) and 
compared using the independent samples t-test, while non-normally distributed data were reported as median (25th 
percentile, 75th percentile) [M (Q1, Q3)] and analyzed using the Mann–Whitney U-test. Categorical variables were 
expressed as frequencies and percentages, with comparisons performed using the Chi-square test (χ2 test) or Fisher’s 
exact test, as appropriate. A two-tailed p-value < 0.05 was considered statistically significant.

Handling Missing Data
Variables with more than 30% missing data were excluded from the analysis. For variables with less than 30% missing data, 
multiple imputation by chained equations (MICE) was performed using SPSS 26.0. Five imputation iterations were conducted, 
and the estimates from the final iteration were used to replace missing values, ensuring data integrity and robustness.

Data Partitioning and Model Development
The study sample was randomly partitioned into training and test sets in a 7:3 ratio. Model development and evaluation 
were conducted using Python, with the pandas library handling data preprocessing and the Sklearn library facilitating the 
construction of six machine learning models: LR, NN, DT, RF, SVM, and GNB.

Model Evaluation Metrics
Predictive performance was assessed using multiple evaluation metrics, including accuracy, sensitivity, specificity, error 
rate, F1 score, Brier score, G-means, and Area Under the Curve (AUC). The models were compared based on AUC, 
accuracy, and specificity, with the highest-performing algorithm selected as the optimized model.

Calibration and Clinical Utility
Calibration curves were constructed to compare predicted and observed MDRO infection rates, while decision curve 
analysis (DCA) was used to assess the clinical utility of the model across different probability thresholds.

Interpretability Analysis
SHAP was applied for feature attribution analysis, quantifying the contribution of individual variables to model predictions. 
The model demonstrating optimal predictive performance in the validation cohort was designated as the final model.

Results
General Clinical Data
A total of 888 cases were initially collected for this study. After applying the inclusion and exclusion criteria, 63 cases were 
excluded, yielding a final cohort of 825 patients, of whom 375 were diagnosed with MDRO infections. The study participant 
selection process is illustrated in Figure S1, while Table 1 presents the baseline characteristics of patients with MDRO and non- 
MDRO infections. The distribution of missing data is visualized in Figure S2.
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Table 1 Demographic and Clinical Characteristics at Baseline

Variable Total Non MDRO Infection MDRO Infection P
(n = 825) (n = 450) (n = 375)

Age, year, M (Q₁, Q₃) 65.00 (53.00–74.00) 62.00 (53.00–72.00) 68.00 (54.00–77.00) <0.001a

Gender 0.003b

Female, n (%) 490 (59.39) 246 (54.67) 244 (65.07)
Male, n (%) 335 (40.61) 204 (45.33) 131 (34.93)

BMI, M (Q₁, Q₃) 24.03 (21.79–26.36) 24.08 (22.03–26.75) 23.80 (21.48–26.12) 0.150a

Rural patients, n (%) 331 (40.12) 179 (39.11) 155 (41.33) 0.564 b

LOS, days, M (Q₁, Q₃) 36.06 (24.46–54.06) 35.66 (24.76–53.90) 36.97 (23.85–54.61) 0.771 a

SDH, M (Q₁, Q₃) 1.00 (0.00–1.00) 1.00 (0.00–1.00) 1.00 (0.00–1.00) 0.012 a

Number of hospitalizations, M (Q₁, Q₃) 1.00 (1.00–1.00) 1.00 (1.00–1.00) 1.00 (1.00–1.00) 0.858 a

Times for ventilator therapy, M (Q₁, Q₃) 1.00 (1.00–2.00) 1.00 (1.00–2.00) 2.00 (1.00–2.00) <0.001 a

Days for ventilator therapy, M (Q₁, Q₃) 15.00 (5.00–27.00) 12.00 (4.00–24.00) 17.00 (6.00–29.00) <0.001 a

Days of central venous catheterization, M (Q₁, Q₃) 14.00 (0.00–28.00) 14.00 (0.00–26.00) 15.00 (0.00–31.50) 0.201 a

Times of central venous catheterization, M (Q₁, Q₃) 2.00 (1.00–2.00) 1.00 (1.00–2.00) 2.00 (1.00–2.50) 0.003 a

Days of indwelling catheter, M (Q₁, Q₃) 29.00 (18.00–46.00) 26.00 (17.00–41.00) 34.00 (21.00–52.50) <0.0001 a

Times of indwelling catheter, M (Q₁, Q₃) 2.00 (1.00–3.00) 2.00 (1.00–3.00) 2.00 (1.00–3.00) 0.022 a

Length of fever, M (Q₁, Q₃) 3.00 (0.00–9.00) 2.00 (0.00–9.00) 5.00 (0.00–10.00) 0.014 a

Operation history, n (%) 516 (62.55) 264 (58.67) 252 (67.20) 0.014 b

Scores of fall down risk, M (Q₁, Q₃) 12.00 (9.00–14.00) 12.00 (9.00–14.00) 12.00 (9.00–15.00) 0.167 a

Scores of pressure sores, M (Q₁, Q₃) 18.00 (14.00–23.00) 18.00 (15.00–23.00) 18.00 (14.00–23.00) 0.303 a

Scores of ADL, M (Q₁, Q₃) 25.00 (10.00–49.00) 25.00 (14.25–45.00) 20.00 (5.00–55.00) 0.268 a

Nutrition risk scores, M (Q₁, Q₃) 2.00 (1.00–2.00) 2.00 (1.00–2.00) 2.00 (1.00–2.00) <0.001 a

Days of using antibiotics, M (Q₁, Q₃) 29.00 (20.00–44.00) 27.00 (19.00–40.00) 33.00 (23.00–49.00) <0.001 a

Penicillin, n (%) 234 (28.36) 120 (26.67) 114 (30.40) 0.268 b

Cephalosporin, n (%) 803 (97.33) 439 (97.56) 364 (97.07) 0.828 b

Aminoglycosides, n (%) 254 (30.79) 118 (26.22) 136 (36.27) 0.002 b

Carbapenem, n (%) 373 (45.21) 197 (43.78) 176 (46.93) 0.403 b

Tetracyclines, n (%) 254 (30.79) 119 (26.44) 135 (36.00) 0.004 b

Macrolides, n (%) 21 (2.55) 4 (0.89) 17 (4.53) 0.002 b

Glycopeptides, n (%) 400 (48.48) 215 (47.78) 185 (49.33) 0.708 b

Quinolones, n (%) 377 (45.70) 188 (41.78) 189 (50.40) 0.016 b

Combined use of antibiotics, n (%) 817 (99.03) 449 (99.78) 368 (98.13) 0.026c

Diabetes, n (%) 161 (19.52) 72 (16.00) 89 (23.73) 0.007 b

Hypertension, n (%) 321 (38.91) 165 (36.67) 156 (41.60) 0.169 b

Hypoproteinemia, n (%) 434 (52.61) 235 (52.22) 199 (53.07) 0.864 b

Respiratory failure, n (%) 219 (26.55) 107 (23.78) 112 (29.87) 0.058 b

Renal failure, n (%) 52 (6.3) 21 (4.67) 31 (8.27) 0.048 b

Liver insufficiency, n (%) 190 (23.03) 98 (21.78) 92 (24.53) 0.394 b

Hypokalemia, n (%) 211 (25.58) 118 (26.22) 93 (24.80) 0.699 b

Anemia, n (%) 282 (34.18) 141 (31.33) 141 (37.60) 0.069 b

AKI, n (%) 40 (4.85) 26 (5.78) 14 (3.73) 0.231 b

Mods, n (%) 50 (6.06) 17 (3.78) 33 (8.80) 0.004 b

Pneumonia, n (%) 431 (52.24) 223 (49.56) 208 (55.47) 0.105 b

Cerebral infarction, n (%) 245 (29.70) 108 (24.00) 137 (36.53) <0.001 b

Cerebral hemorrhage, n (%) 134 (16.24) 57 (12.67) 77 (20.53) 0.003 b

Sepsis, n (%) 87 (10.55) 37 (8.22) 50 (13.33) 0.023 b

Electrolyte disturbance, n (%) 117 (14.18) 53 (11.78) 64 (17.07) 0.039 b

Acidosis, n (%) 110 (13.33) 46 (10.22) 64 (17.07) 0.005b

Notes: amann–Whitney U-Test, bChi-square test, cFisher’s Exact test. 
Abbreviations: BMI, Body Mass Index; LOS, Length of Stay; SDH, Surgery during hospitalization; Scores of ADL, Scores of Activity of Daily Living; AKI, Acute Renal 
Injury; MODS, Multiple Organ Dysfunction Syndrome.
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Feature Selection
Within the first 24 hours of ICU admission, 45 clinical variables were recorded, with no variable exceeding a 30% 
missing data rate. Feature selection was conducted using LASSO regression, as illustrated in Figure S3, identifying 31 
key predictor variables detailed in Table S2.

Model Performance Comparison
Six machine learning models were developed to predict MDRO infections. Table 2 summarizes their performance: accuracy: RF 
(0.767) DT (0.672), GPB (0.561), LR (0.637), NN (0.748), SVM (0.740); sensitivity: RF (0.747), DT (0.650), GPB (0.247), LR 
(0.615), NN (0.745), SVM (0.714); specificity: RF (0.788), DT (0.695), GPB (0.882), LR (0.662), NN (0.753), SVM (0.767). 
The ROC curve analysis (Figure 2) demonstrated that the RF model outperformed the others, achieving an AUC of 0.83 and an 
accuracy of 0.767 in the validation cohort. The calibration curve of the RF model (Figure 3) showed strong concordance between 
predicted and observed risks, confirming its reliability. Based on its superior performance, the RF model was selected for 
deployment. Detailed performance metrics for all models are provided in Table 2, and the complete parameter configuration code 
is available in Supplementary Materials File S1.

Model Explanation
Global Explanation
SHAP analysis was conducted to interpret the RF model at both global and local levels. Figure 4A displays the top 20 
clinical features ranked by their average SHAP values, indicating their relative contributions to the model. Higher SHAP 
values denote greater predictive significance. Medical treatment factors, including prolonged ventilator use, extended 
urinary catheterization, and prolonged antimicrobial therapy, exhibited strong associations with increased MDRO 
infection risk. Additionally, demographic variables such as advanced age and abnormal body mass index (BMI) were 
linked to a higher likelihood of MDRO infection.

Figure 4B illustrates the directional impact of these features on the RF model. Each row represents a feature, while 
each point corresponds to an individual sample. The horizontal axis denotes the SHAP value, reflecting a feature’s 
influence on model output. Red indicates a positive correlation, with darker shades representing higher feature values, 
whereas blue represents a negative correlation, with darker shades indicating lower feature values. These interpretations 
are derived from objective data, free from subjective bias.

SHAP Interpretation of Significant Features
Further SHAP dependency plot analyses elucidated the relationship between clinical characteristics and MDRO infection 
risk. Variables such as the duration of urinary catheterization, age, length of antibiotic treatment, and ventilator use 
demonstrated a positive correlation with infection risk. Figure 5 visualizes the SHAP interpretation of these key 
predictors, where the vertical axis represents the SHAP value and the horizontal axis denotes the feature’s range of 
variation. Higher SHAP values indicate an increased risk of MDRO infection.

Table 2 Performances of the Six Machine Learning Models for Predicting MDRO Infection

Model Accuracy Brier 
Scores

Error 
Rate

F1 
Score

G-Means Positive Predictive 
Value

Sensitivity Specificity

Decision Tree 0.672 0.328 0.328 0.666 0.671 0.686 0.650 0.695
Gaussian Naive 

Bayes

0.561 0.439 0.439 0.340 0.438 0.689 0.247 0.882

Logistic Regression 0.637 0.363 0.363 0.630 0.637 0.650 0.615 0.662
Neural Network 0.748 0.252 0.252 0.748 0.747 0.756 0.745 0.753

Random Forest 0.767 0.233 0.233 0.763 0.767 0.783 0.747 0.788

Support Vector 
Machine

0.740 0.260 0.260 0.734 0.739 0.758 0.714 0.767
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Application of the Model
The SHAP force plot provides individualized risk assessments by visualizing how specific features influence model 
predictions. For instance, in patient 120, prolonged fever duration, catheterization, and antibiotic usage were negatively 
correlated with MDRO infection risk, whereas lower nutritional scores, prior tetracycline use, and reduced stress injury 
scores positively contributed to infection risk. The model assigned a 0.30 probability of MDRO infection for this patient, 
which fell below the threshold, leading to a prediction of no infection (Figure 6).
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Clinical Applications and Dissemination
Clinical DCA demonstrated that interventions targeting patients with a threshold probability between 0.44 and 0.60 
provided greater net benefits compared to universal prophylaxis or no intervention (Figure 7 and Figure S4). These 
findings underscore the model’s potential clinical utility and highlight its value in guiding evidence-based decision- 
making to improve patient outcomes.

Discussion
Summary
This study developed and evaluated six machine learning models for predicting MDRO infections in ICU patients using 
data from a tertiary hospital in Taiyuan, Shanxi Province. Among them, the RF model exhibited the highest predictive 
accuracy, providing a reliable tool for the early identification of high-risk patients. By prioritizing clinically accessible 
and relevant variables, the study improved model generalizability while effectively addressing challenges related to 
missing data.18 Additionally, SHAP analysis was employed to enhance model interpretability, mitigating the “black box” 
limitations inherent in machine learning. However, clinical applicability must account for the threshold probability of 
adverse outcomes.35 To assess the real-world utility of the RF model, DCA was performed, demonstrating its potential 
for guiding targeted interventions. Notably, this study focused exclusively on patients with documented infections, as 
MDRO colonization does not necessarily correlate with increased mortality.36
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Figure 6 SHAP force plot for the interpretation of individual predictions in the validation cohort. Red color indicates a contributing effect on the outcome, blue color 
indicates a negative effect on the outcome, and a larger area indicates a higher degree of influence.
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Establishment and Evaluation of Prediction Models
Predicting MDRO infections is inherently complex due to their spatial clustering and clinical resemblance to non-MDRO 
infections. Prior research has underscored the efficacy of machine learning in this domain. For instance, Liang et al 
compared multiple models and found that Random Forest outperformed XGBoost, Decision Tree, and multivariable 
logistic regression (accuracy: 84% > 82% > 81% > 72%; AUROC: 0.91 > 0.89 = 0.89 > 0.78).37 Despite the 
demonstrated advantages of machine learning-based approaches over traditional statistical methods, direct cross-study 
performance comparisons remain challenging due to differences in study settings, patient populations, and variable 
selection.38

Interpretability of the Model
Model interpretability is a critical factor in healthcare applications, where predictive tools influence clinical decision- 
making and patient management.39 The inherent opacity of complex machine learning algorithms often impedes their 
adoption, as healthcare professionals require transparent, explainable predictions to inform treatment decisions.39 To 
address this limitation, the SHAP framework was integrated to provide granular insights into the RF model’s decision- 
making process. By quantifying each feature’s contribution to individual predictions, SHAP enhances model transpar
ency and facilitates the identification of key clinical factors driving MDRO infection risk.30

The SHAP global explanation analysis identified invasive procedures and prolonged antimicrobial exposure as 
primary contributors to MDRO infections. Mechanical ventilation and indwelling urinary catheters emerged as signifi
cant risk factors, as these interventions are commonly administered to critically ill and immunocompromised patients 
requiring extended hospitalization and prolonged antibiotic therapy. Repeated or prolonged invasive procedures further 
facilitate MDRO colonization and transmission, a finding corroborated by Uluç et al.11

Beyond these procedural factors, antibiotic duration, advanced age, febrile days, and stress injury scores were pivotal 
in assessing MDRO infection risk, consistent with prior clinical studies.9,40 SHAP dependency plots further delineated 
the linear associations between clinical variables and infection probability, demonstrating positive correlations with 
catheterization duration, age, antimicrobial exposure, and ventilatory support frequency. Atkinson et al reported 
a 1.4-fold increase in infection probability per decade of age, aligning with these findings.41 Likewise, Mangioni et al42 

and Alsehemi et al43 established a robust link between extensive antimicrobial use and MDRO infections, corroborating 
the SHAP dependency analysis. Jiang et al32 identified endotracheal intubation, arterial blood pressure monitoring, fever, 
antimicrobial administration, and pneumonia as independent risk factors. However, these variables do not necessarily 
imply direct avenues for preventive intervention.9,40

Interpretability and Clinical Application of the RF Model
The interpretative analysis of the RF model using the SHAP Force Plot marks a advancement in individualized risk 
stratification for MDRO infections. This approach enables dynamic visualization of risk factors, deconstructing their 
directional impact (positive/negative) and magnitude, as quantified by absolute SHAP values.30

In the evaluation of case No.120, clinical parameters marked in blue (including fever duration, indwelling catheter 
days, and antibiotic usage days) demonstrated negative correlations with MDRO infection risk. Conversely, red-coded 
risk factors (nutrition risk scores, tetracycline-class antibiotics administration, and pressure ulcer severity scores) showed 
positive associations with infection probability. The model calculated a 0.03 predicted probability of infection for this 
case, which fell below the predetermined risk threshold. This individualized risk linkage analysis highlights both the 
universal and case-specific dimensions of clinical decision-making. To enhance clinical applicability, integrating the 
SHAP interpretation module into hospital information systems (HIS) and developing a real-time risk heatmap dashboard 
for continuous monitoring and intervention is recommended.44

Antibiotic Use and MDRO Infection Risk
This study established a strong correlation between prolonged antibiotic exposure and an elevated risk of MDRO 
infections, corroborating the findings of Costelloe et al,45 who reported a similar association between antibiotic use 
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and antimicrobial resistance. Prior research underscores that optimizing antibiotic stewardship can significantly reduce 
MDRO incidence.23 Therefore, implementing structured antibiotic stewardship programs is imperative to curtail MDRO 
emergence and transmission in healthcare settings.46 However, achieving complete infection prevention remains challen
ging due to resource constraints. Healthcare professionals must carefully balance intervention costs and benefits, 
leveraging DCA at appropriate thresholds to guide clinical decision-making.47

Clinical Implementation and Future Directions
The proposed machine learning model offers substantial potential for clinical integration via hospital EHR systems. Real- 
time risk stratification could facilitate dynamic patient categorization and trigger automated alerts for infection control 
teams.18,25,37 Integration with computerized physician order entry (CPOE) platforms would enable context-aware 
decision support, such as recommending spectrum narrowing in high-risk cases, while predictive analytics could 
optimize preemptive isolation strategies.24,42,48 At an institutional level, aggregated risk assessments could inform 
targeted infection prevention policies through unit-specific risk heatmaps and antimicrobial benchmarking.41 Effective 
deployment necessitates prospective validation across diverse healthcare settings, user-centered interface designs to 
mitigate alert fatigue, and robust ethical governance to ensure algorithmic accountability—ultimately bridging the gap 
between predictive modeling and actionable clinical interventions.31,39

Limitations and Future Research
Several limitations should be acknowledged. First, spatial layout and healthcare worker activities were not included due 
to data constraints, potentially overlooking spatial clustering and procedural factors influencing infection risk. Second, 
the absence of pathogen-specific analyses limits the granularity of predictions, as bacterial species and resistance profiles 
were not incorporated. Third, the single-center design may constrain the generalizability of findings.

Future research should address these limitations by incorporating strain-specific classifications for MDRO infec
tions, integrating spatial mapping of healthcare environments, and accounting for procedural workflows. Expanding 
the dataset to encompass multiple institutions and larger cohorts will enhance model robustness and external validity. 
Additionally, periodic model retraining every 2–3 years with updated datasets is essential to maintain predictive 
accuracy. Our research team remains committed to these iterative refinements to ensure the model’s continued clinical 
relevance and efficacy.

Conclusion
This study establishes the feasibility and clinical utility of machine learning in predicting MDRO infections. The Random 
Forest model demonstrated strong predictive performance, identifying key risk factors, with prolonged antibiotic use and 
invasive medical procedures emerging as the most influential modifiable determinants. SHAP analysis enhanced model 
interpretability, offering actionable insights to support clinical decision-making. These findings lay the groundwork for 
developing automated early warning systems to strengthen infection prevention and antimicrobial stewardship programs 
in healthcare settings. Future research should prioritize prospective validation and broader clinical integration.
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