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Abstract

Haematological malignancies, including leukaemia, lymphoma and multiple myeloma, constitute a significant global cancer burden and
remain the leading causes of cancer-related mortality. While advancesin molecular profiling, cytogenetics and immunophenotyping have
enhanced disease classification and risk stratification, these approaches are often costly, time-intensive and subject to interpretive
variability. Machine Learning (ML), a core domain of artificial intelligence, is emerging as a transformative tool in haematology, offering
scalable solutions for diagnosis, prognostication and therapeutic decision-making. This review synthesizes evidence from recent
applications of ML in haematological malignancies, focusing on diagnostic imaging models, multi-modal data integration frameworks,
prognostic algorithms utilizing multi-omics datasets and predictive platforms for therapy optimization and transplantation outcomes.
Convolutional neural networks demonstrate high accuracy in classifying malignant cells from peripheral blood smears and histopathology,
reducing inter-observer variability and improving workflow efficiency. Multi-modal systems integrating imaging, genomic and clinical
variables enhance diagnostic precision. Prognostic ML models outperform conventional scoring systems in predicting survival, relapse
risk and treatment response. Deep learning architectures, including autoencoders, uncover latent biological signatures linked to disease
progression and drug resistance. In therapeutics, ML supports dose optimization, toxicity prediction and drug-response forecasting.
Predictive tools in hematopoietic stem cell transplantation further improve patient selection and risk stratification. Machine learning is
redefining precision oncology in haematological malignancies by improving diagnostic reproducibility, refining prognostic accuracy
and enabling individualized therapy. Its continued integration into clinical workflows holds promise for better outcomes and more
efficient haematologic cancer care.
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INTRODUCTION

Haematological malignancies, including leukaemias,
lymphomas and multiple myeloma, account for over 10% of
global cancer diagnoses and remain major causes of cancer
mortality’. Although advances in cytogenetics, molecular
profiling and immunophenotyping have improved disease
classification and risk stratification, these approaches are often
expensive, time-intensive and subject to interpretive
variability. Artificial Intelligence (Al), particularly machine
learning (ML), has emerged as a transformative tool in
oncology due to its capacity to analyze complex datasets and
integrate imaging, genomic and clinical informationZ.

In early detection, Convolutional Neural Networks (CNNs)
automate feature extraction from blood smears,
histopathology and bone marrow aspirates, improving
diagnostic accuracy and reducing inter-observer variability3>.
Multi-modal frameworks combining imaging with genomic
and clinical data further enhance risk prediction and precision
oncology applications®, though challenges such as dataset
standardization and external validation persist’.
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malignancies

Prognosis
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For prognostication, ML models leveraging multi-omics
data outperform traditional stratification systems by capturing
complexmolecularinteractions®®.In therapy optimization, ML
supports dose adjustment, toxicity prediction, drug-response
forecasting and transplantation risk assessment'%'",

Machine learning applications in haematological
malignancies span detection, prognostication and therapy
optimization in an integrated framework (Fig. 1).

Overall, ML is reshaping early detection, prognostication
and treatment personalization in haematological
malignancies. This review synthesizes current evidence and
highlights translational challenges and future directions
toward precision therapy.

MATERIALS AND METHODS

This investigation was conducted as a systematic review
following known methodological standards, including the
Preferred Reporting Items for Systematic Reviews and Meta-
Analyses (PRISMA) criteria, tailored for artificial intelligence
and biomedical research.

Dose optimization

Toxicity
minimization

Fig. 1: Tree/Hierarchy schematic of machine learning applications in haematological malignancies
Hierarchical structure highlights the central role of Machine Learning (ML) in three key domains: Detection, prognosis and therapy. Subdomains include
leukemia classification and early diagnosis (detection), treatment response prediction and risk stratification (prognosis) and dose optimization and toxicity

minimization (therapy)
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Fig. 2: Prisma flow diagram

This systematic review was conducted in accordance
with PRISMA guidelines shown in Fig. 2. A comprehensive
literature search was performed across PubMed/MEDLINE,
Scopus, Web of Science, IEEE Xplore and Google Scholar
covering January 2010 to December 2025. The search was
conducted between April, 2025 and February, 2026.

A total of 1,380 records were identified, with 1,020
remaining after duplicate removal. Following title and abstract
screening, 240 articles were assessed for full-text eligibility, of
which 36 studies met the inclusion criteria and were included
in the final synthesis.

The PubMed search strategy included: (“machine
learning” OR “artificial intelligence” OR “deep learning”) AND
(“haematological malignancies” OR “leukaemia” OR
“lymphoma” OR “multiple myeloma”) AND (“diagnosis” OR
“prognosis” OR “risk stratification” OR “treatment response” OR
“precision medicine”).

Screening was conducted independently by two
reviewers using Rayyan software, with disagreements resolved
through consensus. Data extraction was performed using a
standardized Microsoft Excel template capturing study
characteristics, ML models, validation methods and
performance metrics.

Data sources and search techniques: The following
databases were used for a thorough and repeatable
literature search: PubMed/MEDLINE, Scopus, Web of
Science Core Collection, IEEE Xplore Digital Library and
Google Scholar (for recent articles and grey literature).
Studies published between January, 2010 and December,
2025 were included in the search, with a focus on recent
developments (2018-2025).

Search terms and query structure: Both free-text and
regulated vocabulary were employed. “AND” and “OR”, two
Boolean operators, improved the search. “Machine learning”,

“artificial intelligence”, “deep learning”, “haematological
malignancies”, “blood cancer”, “leukaemia”, “lymphoma”,
“multiple myeloma”, “diagnosis”, “classification”, “prognosis”,
“risk stratification”, “treatment response”, “precision medicine”,
“drug prediction”, “ genomics” and “clinical

decision support” were among the key search terms.

nou

multi-omics”,

Eligibility criteria
Inclusion criteria:

»  Peer-reviewed original research, systematic reviews or
meta-analyses

«  Studies applying ML/AI methods in haematological
malignancies

»  Studies addressing diagnosis, prognosis or treatment
optimization

«  English-language publications

«  Studies reporting performance metrics (e.g., accuracy,
AUC, sensitivity)

Exclusion criteria:

«  Non-Al-based studies

«  Studies focused solely on solid tumors

« Editorials, commentaries, conference abstracts without
full text

e Duplicate studies

»  Studies lacking sufficient methodological detail

Study selection process
Study selection was conducted in two phases:

«  Titleand abstract screening to remove irrelevant records
»  Full-text review for eligibility

A PRISMA flow approach was used to document
identification, screening, eligibility and inclusion of studies.

Data extraction: A standardized template was used to
systematically — extract the Data: Study
characteristics (author, year, country), type of malignancy,
dataset type (imaging, genomic, clinical, multi-omics), ML
models used (CNN, SVM, Random Forest, deep learning
architectures), validation approach (internal/external) and
performance (accuracy, AUC, sensitivity,
specificity).

following

metrics
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Quality assessment and risk of bias: Adapted Al-specific
evaluation criteria, such as dataset size and diversity, external
validation, model interpretability, risk of overfitting and
reproducibility of methods, were used to evaluate the
methodological quality of the included studies. Where
appropriate, tools like QUADAS-2 (for diagnostic models) and
PROBAST (for prediction models) were taken into
consideration.

Data synthesis: A quantitative meta-analysis was not carried
out because of the variation in study design, datasets and
outcome measures. Rather, a structured narrative technique
was used to synthesize the findings, which were categorized
into: Prognostic modeling, precision therapy and treatment
response, early detection and diagnosis, multi-omics
integration and decision support systems. ML models and
traditional clinical methods were compared.

ACUTE LYMPHOBLASTIC LEUKEMIA (ALL) DETECTION:
DEEP LEARNING ARCHITECTURES

Early and accurate detection of acute lymphoblastic
leukemia (ALL), particularly in pediatric populations, is
critical for timely therapy and improved prognosis.
Conventional diagnosis based on manual review of
peripheral blood smears and bone marrow aspirates is
labor-intensive and prone to inter-observer variability.
Deep learning (DL) models now enable automated
blast detection with accuracy comparable to expert
haematologists*,

Hybrid architectures such as MobileNetV2-ResNet18 and
MobileNetV2-SVM achieve >95% classification accuracy in
differentiating leukemic blasts from normal lymphocytes by
combining lightweight feature extraction with deep or
machine-learning classifiers. Earlier CNNs (e.g., LeNet, AlexNet)
demonstrated feasibility but were limited by overfitting on
small datasets®. Newer models, including DenseNet and
EfficientNet, improve sensitivity through transfer learningand
augmentation'>3,

Figure 3 shows CNN-based hybrid models for automated
ALL detection, highlighting improved accuracy, speed and
reduced subjectivity.

Benchmark datasets such as C-NMC (ISBI 2019) have
enabled robust validation, with ensemble CNN systems
exceeding 90-96% accuracy™. A DL systems also identifies
subtle morphological features such as nuclear texture and
chromatin patterns beyond human perception'. Lightweight
models support deployment in resource-limited settings,
while explainable Al tools (e.g., Grad-CAM) enhance
interpretability’®.

Despite progress, generalizability remains limited by
small, non-standardized datasets, underscoring the need for
multi-center validation.

ACUTE MYELOID LEUKEMIA (AML) RISK STRATIFICATION:
RANDOM FOREST AND SVM MODELS

Acute Myeloid Leukemia (AML) is a genetically
heterogeneous malignancy characterized by recurrent
mutations, cytogenetic abnormalities and variable clinical

Acute lymphoblastic leukemia (ALL) detection: Deep learning

Image
Preprocessing

Deep learning model

v

‘ MobileNetV2-ResNet

18

4—| MobileNetV2-SVM

o

SVM

| Grad-CAM heatmap I

ALL detection

Fig.3: CNN-based hybrid deep learning models facilitate automated detection of acute lymphoblastic leukemia (ALL) with >95%
accuracy, improving diagnostic speed and reducing observer bias while providing clinically interpretable outputs suitable

for low-resource settings.

Acute Lymphoblastic Leukemia, CNN: Convolutional Neural Network and Explainable Al components enhance interpretability and support clinical decision-

making
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Acute Myeloid Leukemia (AML) risk stratification
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Fig. 4: Random forest and Support Vector Machine (SVM) models integrate genetic and clinical data to generate personalized

Acute Myeloid Leukemia (AML) risk predictions, outperforming conventional cytogenetic-based approaches
AML: Acute Myeloid Leukemia, SVM: Support Vector Machine and genetic inputs include mutation and cytogenetic profiles, while clinical variables include

hematological and patient history data

outcomes, making accurate risk stratification essential for
guiding induction therapy, transplantation decisions and
targeted treatment use. Conventional prognostic systems
based on cytogenetics and single mutations such as FLT3-ITD
and NPM1 provide limited predictive precision due to complex
molecular interactions and disease heterogeneity'’'®,

Machine Learning (ML) approaches, particularly Random
Forest (RF) and Support Vector Machine (SVM) models,
enhance risk prediction by integrating multidimensional
clinical and molecular datasets. Li et a/® showed that
combining FLT3 and NPM1 mutations with clinical variables
in RF and SVM frameworks significantly improved relapse
prediction compared with traditional statistical models. RF
algorithms effectively process large genomic datasets while
providing feature-importance metrics, whereas SVMs excel in
separating high- and low-risk groups within complex data
spaces®.

Figure 4 demonstrates the integration of genomic and
clinical data using RF and SVM for personalized AML risk
stratification.

Additional studies confirm these advantages. RF and
gradient boosting models applied to transcriptomic data
improved survival prediction beyond European LeukemiaNet
criteria'®, while ensemble ML integrating mutational and
clinical variables enhanced prognostic accuracy in older AML
cohorts?. Multi-omics integration including methylation and
gene-expression profiles further refines relapse risk
classification?'.

Despite the promise, limitations include retrospective
datasets, platform heterogeneity and limited external
validation, which constrain clinical translation.

PROGNOSTIC MODELING IN PAEDIATRIC ONCOLOGY

Prognostic modeling in paediatric oncology is
increasingly leveraging Machine Learning (ML) to enhance
prediction of survival, relapse and treatment-related toxicity.

Accurate prognostic tools are particularly critical in children,
where balancing curative therapy with long-term quality of life
is paramount?,

Figure 5 illustrates a workflow where clinical and
molecular data are processed by ML models to generate
personalized prognostic predictions.

Recent systematic reviews highlight that ML models
achieve moderate-to-high predictive accuracy in outcomes
such as overall survival and event-free survival, especially
when integrating variables like age, cytogenetics, MRD
status and treatment response®?. These models offer
improved stratification compared to conventional statistical
approaches, but many lack external validation, limiting their
clinical utility.

The ML models have also been applied to toxicity
prediction, where they identify children at higher risk for
complications such as anthracycline-induced cardiotoxicity,
methotrexate-induced hepatotoxicity and bone marrow
suppression. Despite promising sensitivity, inconsistent
toxicity reporting standards across studies hinder
reproducibility and translation into real-world settings?.

Beyond clinical features, integrative ML approaches now
combine genomic and transcriptomic data with conventional
clinical predictors, enhancing prognostic accuracy in
paediatric leukemias, where genetic heterogeneity is high?.
However, the majority of these remain proof-of-concept, with
large-scale validation pending.

TREATMENT RESPONSE PREDICTION AND THERAPY
OPTIMIZATION

In parallel, ML has shown significant utility in predicting
treatment response and optimizing therapy schedules in
pediatric hematology-oncology. Ramesh et a/% documented
that supervised learning models, including support vector
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Prognostic modeling in pediatric oncology
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Fig. 5: Machine learning workflow integrating clinical and molecular data for personalized prognostic prediction in pediatric

patients

Clinical data include patient demographics and laboratory findings, molecular data include genomic and transcriptomic profiles used for outcome prediction

Treatment response prediction and therapy optimization
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Fig. 6: ML-driven integration of clinical and pharmacogenomic data for personalized therapy and treatment response prediction
Pharmacogenomics refers to genetic influences on drug response, enabling adaptive treatment optimization based on predicted efficacy and safety

machines (SVMs) and random forests (RFs), predicted
chemotherapy response in small cohorts, allowing for early
therapy escalation or de-escalation.

Therapy optimization is another promising domain,
particularly through dose adaptation and scheduling.
Reinforcement learning models have simulated chemotherapy
regimens, dynamically adjusting doses based on real-time
patient trajectories’. These adaptive approaches reduce the
risk of over-treatment while maintaining efficacy.

Figure 6 shows integration of pharmacogenomics and
patient data to optimize therapy and predict treatment
response.

Notably, pharmacogenomic data integration has further
advanced individualized dosing. ML models incorporating
drug metabolism genes (e.g., TPMT, NUDT15) with prior
toxicity events can forecast drug tolerance, guiding
personalized protocols in children®3,

Despite progress, a key challenge remains the
retrospective nature and limited cohort sizes of most studies.
Prospective, multi-center trials and standardized
methodologies are urgently required to translate these
models into actionable bedside tools.

PRECISION THERAPY IN HAEMATOLOGICAL
MALIGNANCIES

Precision therapy in haematological malignancies is
increasingly driven by Machine Learning (ML), which enables
individualized treatment selection, response prediction and
monitoring of therapeutic resistance through integration of
clinical, molecular,imaging and pharmacogenomic data. This
data-driven approach supports optimized efficacy while
minimizing treatment toxicity?*?>.
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Precision therapy in hematological malignancies
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Fig. 7: Integrated ML pipeline using multi-modal data for individualized therapy in hematologic malignancies
Multi-modal data include clinical, molecular, imaging and pharmacogenomic inputs to support precision hematology

Table 1: Comparative applications of machine learning in haematological malignancies

Haematological malignancy Early detection

Prognosis/risk stratification Therapy/precision medicine

Leukaemia CNN models for blast detection
in blood smears; integration
with flow cytometry data

Lymphoma Digital pathology for subtype

classification (DLBCL, Hodgkin,
Follicular); radiomics in PET/CT
ML-based plasma cell detection
inbone marrow; integration of
M-protein and FLC ratio

Multiple Myeloma

Random forest/SVM for relapse

prediction using mutational

profiles (FLT3, NPM1)

ctDNA and gene expression-based

relapse prediction; ML-enhanced

IPI models

Prediction of progression from
smoldering to symptomatic myeloma;
cytogenetic abnormalities (del17p, t(4;14))

Drug response prediction
(cytarabine, TKIs); adaptive
scheduling of chemotherapy
ML-guided prediction of CAR-T
response; integration of clinical+
genomic data

Response prediction to proteasome
inhibitors (bortezomib, carfilzomib);
MRD detection via ML

Figure 7 presents a pipeline integrating clinical,
imaging and pharmacogenomic data for

molecular,

Despite these advances, most models remain

retrospective and require prospective multi-center validation

personalized treatment.

In Chronic Myeloid Leukemia (CML), ML models
incorporating BCR-ABL transcript kinetics, cytogenetics and
adherence data predict responses to tyrosine kinase inhibitors
(imatinib, dasatinib, nilotinib), enabling early identification of
non-responders and timely therapy adjustment24-25.1n Acute
Myeloid Leukemia (AML), ML frameworks integrating FLT3,
NPM1 and cytogenetic markers forecast chemotherapy
response, guiding intensified or targeted treatment
strategies®?.

Inlymphomas particularly Diffuse Large B-Cell Lymphoma
(DLBCL), ML models combining clinical biomarkers, tumor
microenvironment data and PET/CT metrics predict
responders to CAR-T therapy versus standard
immunochemotherapy, improving patient selection and
toxicity risk management?, In multiple myeloma, ML predicts
progression from smoldering to symptomatic disease and
forecasts response to proteasome inhibitors, supporting
earlier and more personalized intervention?”-2°.

alongside ethical safeguards for bias, interpretability and data
governance.

Table 1 summarizes the roles of ML in early detection,
prognosis and therapy across leukemia, lymphoma and
multiple myeloma.

CROSS-CUTTING APPLICATIONS OF MACHINE LEARNING IN
HAEMATOLOGICAL MALIGNANCIES

Machine Learning (ML) is driving cross-cutting advances
across haematological particularly in
measurable residual disease (MRD) detection, multi-omics
integration and clinical decision support systems (CDSS),
thereby transforming diagnostics, prognostication and
therapeutic decision-making3%3,

The ML enables cross-cutting applications, including MRD
detection, multi-omics integration and decision support
systems (Fig. 8).

malignancies,
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Cross-cutting applications of machine learning in hematological malignancies
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Fig.8: ML-based framework for relapse prediction, risk stratification and personalized treatment planning in hematologic cancers
MRD: Minimal Residual Disease, CDSS: Clinical Decision Support System, multi-omics integrates genomic, transcriptomic and proteomic data

MRD detection: Next-Generation Sequencing (NGS)
combined with deep learning enables ultra-sensitive MRD

detection, identifying leukemic clones at levels
approaching 10%,  surpassing flow cytometry and
gPCR  sensitivity?>**.  CNN-based sequence analysis
detects rare variants and clonal evolution patterns,

supporting earlier relapse prediction and post-remission
therapy optimization3*.

Multi-omics integration: The ML platforms integrating
genomic, transcriptomic, epigenomic, proteomic and
metabolomic data reveal molecular subgroups with distinct
prognostic and therapeutic profiles®3, Such models improve
relapse prediction in AML and progression risk stratification in
multiple myeloma?®.

Clinical decision support systems: Al-driven CDSS provide
real-time, patient-specific treatment recommendations by
integrating clinical data, guidelines and predictive analytics
supporting therapy selection, toxicity prediction and trial
matching?-3s,

Despite the promise, challenges include limited
prospective validation, data harmonization barriers,
computational complexity and clinician adoption.

The application of  machine learning in
haematological  malignancies, particularly acute
lymphoblastic leukaemia (ALL) remains nascent but

rapidly evolving. Priority efforts include building large,
multi-center datasets to improve model generalizability and
reduce institutional bias, supported by collaborative and
federated learning frameworks that preserve data privacy.
Standardized pipelines for data preprocessing, model training,
validation and reporting are essential to ensure reproducibility
and facilitate clinical adoption.

Integration with emerging technologies such as single-
cell sequencing, spatial transcriptomics and liquid biopsy will
enhance early detection and real-time disease monitoring.
Coupling ML with electronic health records and clinical
decision support systems can enable dynamic risk prediction,
dose personalization, toxicity forecasting and relapse
surveillance. Advancing explainable Al will be critical for
clinician trust and interpretability of model outputs. Finally,
adaptive  regulatory pathways and strong ethical
frameworks are required to guide safe, equitable
implementation, particularly in low-resource settings.
Collectively, these advances will position ML as a core pillar
of precision oncology in ALL.

CONCLUSION

Machine learning is reshaping the management of
haematological malignancies by strengthening diagnostics,
prognostic modeling and therapy optimization. Deep learning
enhances malignant cell detection and classification, while
multi-omics-driven algorithms improve risk stratification,
survival prediction and treatment response assessment. The
ML also advances precision therapeutics through dose
optimization, toxicity forecasting, drug-response modeling
and improved decision-making in hematopoietic stem cell
transplantation.

Despite these gains, clinical translation remains
constrained by limited standardized datasets, insufficient
external validation and workflow integration challenges.
Ongoing progress in federated learning, multi-institutional
data sharing and real-time clinical analytics is expected to
address these gaps. As these barriers are overcome,
machine learning will become central to precision oncology,
enabling data-driven, reproducible and individualized care
in haematological cancer management.
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SIGNIFICANCE STATEMENT

This study highlights the transformative role of machine
learning in improving the diagnosis, prognostication and
treatment of haematological malignancies. It demonstrates
how ML enhances diagnostic accuracy, reduces subjectivity
and enables early disease detection beyond conventional
methods. The work underscores the value of multi-omics
integration for refined risk stratification and personalized
therapy selection. It also emphasizes ML's potential to
optimize treatment response, minimize toxicity and improve
transplant outcomes. Importantly, the study addresses
existing challenges to clinical translation, including data
standardization and validation. Overall, it provides a strong
evidence base supporting ML as a cornerstone of precision
oncology in haematological cancer care.

REFERENCES

1. Siegel, R.L., K.D. Miller, N.S. Wagle and A. Jemal, 2023. Cancer
statistics, 2023. CA: Cancer J. Clin., 73: 17-48.

2. Radakovich, N., M. Nagy and A. Nazha, 2020. Machine
learning in haematological malignancies. Lancet Haematol.,
7:E541-E550.

3. Shafique, S. and S. Tehsin, 2018. Acute lymphoblastic
leukemia detection and classification of its subtypes using
pretrained deep convolutional neural networks. Technol.
Cancer Res. Treat., Vol. 17.10.1177/1533033818802789.

4. Ekmekyapar, T. and B. Tasci, 2023. Exemplar MobileNetV2-
based artificial intelligence for robust and accurate
diagnosis of multiple sclerosis. Diagnostics, Vol. 13.
10.3390/diagnostics13193030.

5. Esmaeilzadeh, P., T. Mirzaei and S. Dharanikota, 2021.
Patients’ perceptions toward human-artificial intelligence
interaction in health care: Experimental study.J. Med. Internet
Res., Vol. 23.10.2196/25856.

6. Kourou, K, KP. Exarchos, C. Papaloukas, P. Sakaloglou,
T.Exarchos and D.l. Fotiadis, 2021. Applied machine learning
in cancer research: A systematic review for patient diagnosis,
classification and prognosis. Comput. Struct. Biotechnol. J.,
19: 5546-5555.

7. Ben-lIsrael, D., W.B. Jacobs, S. Casha, S. Lang, W.H.A. Ryu,
M. de Lotbiniere-Bassett and D.W. Cadotte, 2020. The impact
of machine learning on patient care: A systematic review.
Artif. Intell. Med., Vol. 103. 10.1016/j.artmed.2019.101785.

8. Li,W., JB.Liu, LK. Hou, F. Yuand J. Zhang et a/, 2022. Liquid
biopsy in lung cancer: Significance in diagnostics,
prediction, and treatment monitoring. Mol. Cancer, Vol. 21.
10.1186/512943-022-01505-z.

9. Chai,H, X. Zhou, Z. Zhang, J. Rao, H. Zhao and Y. Yang, 2021.
Integrating multi-omics data through deep learning for
accurate cancer prognosis prediction. Comput. Biol. Med.,
Vol. 134.10.1016/j.compbiomed.2021.104481.

10.

20.

21.

22.

Jiang, Y., A. Sun, Y. Zhao, W. Ying and H. Sun et a/, 2019.
Proteomics identifies new therapeutic targets of early-stage
hepatocellular carcinoma. Nature, 567: 257-261.

. Mushtag, AH. A. Shafgat, H.T. Salah, S.K. Hashmi and

IIN. Muhsen, 2023. Machine learning applications and
challenges in graft-versus-host disease: A scoping review.
Curr. Opin. Oncol., 35: 594-600.

Rehman, A, N. Abbas, T. Saba, S. ljaz ur Rahman,
Z. Mehmood and H. Kolivand, 2018. Classification of acute
lymphoblastic leukemia using deep learning. Microsc. Res.
Tech., 81:1310-1317.

Bodzas, A. P. Kodytek and J. Zidek, 2020. Automated
detection of acute lymphoblastic leukemia from microscopic
images based on human visual perception. Front. Bioeng.
Biotechnol.,, Vol. 8. 10.3389/fbioe.2020.01005.

Liang, G, H. Hong, W. Xie and L. Zheng, 2018.
Combining convolutional neural network with recursive
neural network for blood cell image classification.
IEEE Access, 6:36188-36197.

Mohamed, Y.A.,, B.E. Khoo, M.S.M. Asaari, M.E. Aziz and
F.R. Ghazali, 2025. Decoding the black box: Explainable Al
(XAl) for cancer diagnosis, prognosis, and treatment
planning-A state-of-the art systematic review. Int.J. Med. Inf.,
Vol. 193.10.1016/j.ijmedinf.2024.105689.

Pansombut, T., S. Wikaisuksakul, K. Khongkraphan and
A. Phon-on, 2019. Convolutional neural networks for
recognition of lymphoblast cell images. Comput. Intell.
Neurosci., Vol. 2019. 10.1155/2019/7519603.

Doéhner, H., E. Estey, D. Grimwade, S. Amadori and
F.R. Appelbaum et a/, 2017. Diagnosis and management
of AML in adults: 2017 ELN recommendations from an
international expert panel. Blood, 129: 424-447.
Papaemmanuil, E., M. Gerstung, L. Bullinger, V.I. Gaidzik and
P.Paschka et al, 2016. Genomic classification and prognosis
in acute myeloid leukemia. N. Engl. J. Med., 374: 2209-2221.
Awada, H., A. Durmaz, C. Gurnari, A. Kishtagari and
M. Meggendorfer et a/, 2021. Machine learning integrates
genomic signatures for subclassification beyond primary and
secondary acute myeloid leukemia. Blood, 138: 1885-1895.
Karami, K., M. Akbari, M.T. Moradi, B. Soleymani and H. Fallahi,
2021. Survival prognostic factors in patients with acute
myeloid leukemia using machine learning techniques.
PLoS ONE, Vol. 16. 10.1371/journal.pone.0254976.

Acharya, D. and A. Mukhopadhyay, 2024. A comprehensive
review of machine learning techniques for multi-omics data
integration: Challenges and applications in precision
oncology. Briefings Funct. Genomics, 23: 549-560.
Gurumurthy, G., J. Gurumurthy and S. Gurumurthy, 2025.
Machinelearning in paediatrichaematological malignancies:
A systematic review of prognosis, toxicity and treatment
response models. Pediatr. Res., 97: 524-531.



23.

24.

25.

26.

27.

28.

29.

A Artif Intel, 19 (1) 1-10, 2026

Ramesh, S., S.Chokkara, T. Shen, A. Major, S.L. Volchenboum,
A.Mayampurath and M.A. Applebaum, 2021. Applications of
artificial intelligence in pediatric oncology: A systematic
review. JCO Clin. Cancer Inf., 5: 1208-1219.

Rosler, W., M. Altenbuchinger, B. Baef3ler, T. Beissbarth
and G. Beutel et a/, 2023. An overview and a roadmap for
artificial intelligence in hematology and oncology. J. Cancer
Res. Clin. Oncol., 149: 7997-8006.

Hochhaus, A, RA. Larson, F. Guilhot, J.P. Radich and
S. Branford et a/, 2017. Long-term outcomes of imatinib
treatment for chronic myeloid leukemia. N. Engl. J. Med,,
376:917-927.

Chihara, D., L. Liao, J. Tkacz, A. Franco and B. Lewing et a/,
2023. Real-world experience of CAR T-cell therapy in older
patients with relapsed/refractory diffuse large B-cell
lymphoma. Blood, 142: 1047-1055.

Orgueira, AM., MS.G. Perez, M. D'Agostino, D.A. Cairns
and A. larocca et al, 2025. Machine learning risk
stratification strategy for multiple myeloma: Insights from
the EMN-HARMONY alliance platform. HemaSphere, Vol. 9.
10.1002/hem3.70228.

Rajkumar, S.V, 2016. Updated diagnostic criteria and
staging system for multiple myeloma. Am. Soc. Clin.
Oncol. Educ. Book, 36: e418-e423.

Shouval, R., M. Labopin, O. Bondi, H. Mishan-Shamay and
A. Shimoni et al, 2015. Prediction of allogeneic
hematopoietic stem-cell transplantation mortality 100 days
after transplantation using a machine learning algorithm:
A European group for blood and marrow transplantation
acute leukemia working party retrospective data mining
study. J. Clin. Oncol., 33: 3144-3151.

10

30.

31.

32.

33.

34.

35.

36.

Radakovich, N, M. Nagy and A. Nazha, 2020.
Artificial intelligence in hematology: Current challenges
and opportunities. Curr. Hematologic Malignancy Rep.,
15:203-210.

Topol, EJ., 2019. High-performance medicine: The
convergence of human and artificial intelligence. Nat. Med.,
25:44-56.

Starza, 1D, S. Chiaretti MS. de Propris, L. Elia
and M. Cavalli et a/, 2019. Minimal residual disease in
acute lymphoblastic leukemia: Technical and clinical
advances. Front. Oncol,, Vol. 9. 10.3389/fonc.2019.00726.
Wu, D. A. Sherwood, JR. Fromm, SS. Winter and
KP. Dunsmore et al, 2012. High-throughput
sequencing detects minimal residual disease in acute T
lymphoblastic leukemia. Sci. Transl. Med, Vol. 4.
10.1126/scitranslmed.3003656.

Coccaro, N., L. Anelli, A. Zagaria, G. Specchia and F. Albano,
2019. Next-generation sequencing in acute lymphoblastic
leukemia. Int. J. Mol. Sci., Vol. 20. 10.3390/ijms20122929.
Chaudhary, K., O.B. Poirion, L.Luand L.X. Garmire, 2018. Deep
learning-based multi-omics integration robustly predicts
survival in liver cancer. Clin. Cancer Res., 24: 1248-1259.
Rajkomar, A., J. Dean and I. Kohane, 2019. Machine learning
in medicine. N. Engl. J. Med., 380: 1347-1358.



	JAI.pdf
	Page 1


